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ABSTRACT: 
Newly endocytosed integral cell surface proteins are typically either directed for 
degradation or subject to recycling back to the plasma membrane. The sorting of integral 
cell surface proteins, including signalling receptors, nutrient transporters, ion channels, 
adhesion molecules and polarity markers, within the endo-lysosomal network for 
recycling is increasingly recognised as an essential feature in regulating the complexities 
of cell, tissue and organism-level physiology. Historically, endocytic recycling has been 
regarded as a relatively passive process, where the majority of internalized integral 
proteins are recycled via an unspecific sequence-independent “bulk membrane flow” 
pathway. Recent work has increasingly challenged this view. The discovery of 
sequence-specific sorting motifs and the identification of cargo adaptors and associated 
coat complexes has begun to uncover the highly orchestrated nature of endosomal 
cargo recycling, thereby providing new insight into the function and (patho)physiology of 
this process.  
 
[H1] INTRODUCTION:  
The human genome encodes for between 5,500 and 7,500 integral membrane proteins1. 
These proteins are essential for regulating a wide array of core cell functions that include 
cell signalling, nutrient sensing and transport, cell adhesion, establishment and 
maintenance of cell polarity and cell migration. The abundance and spatial organization 
of cell surface integral proteins relies on two central pathways: the secretory pathway 
and the endo-lysosomal network (Figure 1). Through the integration of these pathways 
the steady-state plasma membrane integral membrane proteome is established and is 
actively remodelled in response to changing physiological demand. Disruption of this 
balance is increasingly associated with diseases especially those linked with ageing and 
neurodegeneration2. 
The entry into the endo-lysosomal network begins with the endocytosis of cell surface 
integral membrane proteins together with their associated proteins and lipids through 
clathrin-dependent and clathrin-independent mechanisms, as well as through 
phagocytosis and pinocytosis3,4 (integral proteins and their associated proteins and 
lipids are referred to as ‘cargo’). The newly formed and cargo-enriched peripheral 
endocytic carriers undergo homotypic fusion to form the early endosome, which then 
matures becoming a late endosome. The early and late endosomes essentially serve to 
sort cargo between two fate decisions: cargo is either sorted for degradation within the 
lysosome or it is retrieved from entering this fate (of note, some sorting may occur prior 
to reaching the early endosome either during the process of endocytosis or through 
sorting at a pre-early endosome compartment)5-8. If subject to retrieval, cargo is 
packaged into tubulo-vesicular transport carriers for recycling to the plasma membrane 
or the secretory pathway (Figure 1).  
While endocytosis from the cell surface and the machinery controlling the degradative 
pathway are extensively characterized, the mechanistic basis of retrieval and recycling 
processes remains poorly understood. The discovery of endocytic cargo adaptors and 
regulated coat complexes has begun to shed some light onto this important part of the 
ubiquitous endo-lysosomal network. In this Review we will discuss two key questions 
related to cargo retrieval and recycling. First, we will explore the molecular events that 
define the degradative versus retrieval fates decisions. For those cargoes that are 
retrieved, we will discuss how they are packaged into tubulo-vesicular transport carriers 
for subsequent recycling.  
 
[H1] CARGO FATE DECISIONS AT THE ENDOSOME 
Sorting of cargo between the degradative and recycling fates is inherently linked with the 
complex morphology of the early endosome (Figure 1). This organelle comprises a 
central vacuole (approx. 100 – 500 nm in diameter) that is associated with cytosolic 
facing tubular membrane extensions (approx. 20 to 50 nm in diameter) and inwardly 
budding intraluminal vesicles [G] (ILVs) (approx. 40 to 60 nm in diameter)9. Cargoes 
destined for lysosomal degradation are sorted into the ILVs10. Multiple rounds of cargo 
sorting and ILV biogenesis occur as the early endosome matures into a late endosome 
(globular vacuoles 250 – 1000 nm in diameter)9. Late endosomes are typified by the 
appearance of numerous ILVs and are often referred to as multivesicular bodies (MVBs) 
or multivesicular endosomes (MVEs)9,10. For the majority of late endosomes their fate is 
to fuse with the lysosome, generating an endo-lysosome compartment that provides a 
controlled acidic environment for the degradation of the cargo-loaded ILVs11. In many 
cell types, particularly in immune cells, a sub-population of cholesterol-enriched late 
endosomes avoids lysosome fusion and instead fuses with the plasma membrane to 
release the contents of ILVs as extracellular vesicles known as exosomes12. 
In parallel, within the same early and late endosomes, cargo destined for recycling first 
needs to avoid inclusion into ILVs: a process that is termed cargo retrieval13. Once 
retrieved, these cargoes are sorted and enriched into the cytosol-facing tubular 
membrane extensions, which give rise to tubulo-vesicular transport carriers that move 
cargo back to the cell surface14,15. Two kinetic routes classically define endosomal 
recycling: a fast recycling pathway where cargo is targeted directly back to the plasma 
membrane and a slow recycling pathway where the cargo first transits through the 
endocytic recycling compartment before being delivered to the cell surface16,17. There is 
mounting evidence that cargo can be recycled from early and late endosomes and from 
the endocytic recycling compartment by further transiting through the trans-Golgi 
network (TGN)18-22. Why so many recycling routes? In polarised cells the diversity of 
recycling ensures robustness of plasma membrane protein delivery, which is necessary 
to establish and maintain plasma membrane polarity, whereas in other cell types the 
recycling route taken by signalling receptors affects their intracellular residence time and 
thereby can influence their signalling outputs.  
 
[H1] THE DEGRADATIVE FATE DECISION  
Key to initiating the fate decision between degradation and cargo retrieval is the 
presence of cargo and an early endosome specific phospholipid, phosphatidylinositol 3-
monophosphate (PtdIns(3)P)23. Cargo destined for lysosomal degradation, such as the 
activated epidermal growth factor receptor (EGFR), first undergoes ubiquitylation on 
lysine residues present within their intracellular cytosolic domain(s)24. This modification 
serves to direct the internalised cargo for degradation and is generally of the mono-
ubiquitylation type but may also include Lys63-linked poly-ubiquitylation24. The presence 
of the ubiquitin modification is detected by a series of multi-protein complexes belonging 
to endosomal sorting complexes required for transport [G] (ESCRT) family: ESCRT-0, 
ESCRT-I and ESCRT-II refs. 25-27 (Figure 2). ESCRT-0 is a heterodimer of HRS and 
STAM. At steady-state ESCRT-0 resides on the early endosome, which is mediated by 
HRS binding to PtdIns(3)P. HRS and STAM each bind multiple ubiquitin-containing 
cargoes with low micromolar affinity for ubiquitin. Ubiquitylated cargoes that arrive at the 
early endosome are recognised by ESCRT-0 and become clustered as a result of the 
non-stoichiometric binding of ESCRT-0 components to ubiquitin and the ability of 
ESCRT-0 to self-associate into larger complexes25-27. Together this leads to the 
establishment of a degradative subdomain, the formation of which may be further 
stabilised through HRS recruiting clathrin28-31. Components of ESCRT-I (TSG101 and 
UBAP1) and ESCRT-II (VPS36) also bind ubiquitin with low affinity and may help to 
further enrich ubiquitylated cargo at degradative subdomains25-27.  
A distinct late acting ESCRT complex, ESCRT-III, all components of which lack ubiquitin 
binding, is recruited to the degradative subdomain through sensing the density of 
ESCRT-II ref 32. ESCRT-III components, including SNF7, assemble into oligomeric 
fragments thereby corralling and restricting the lateral diffusion of captured cargoes on 
the endosomal membrane32. The ESCRT-III (and ESCRT-0) mediated recruitment of 
deubiquitylating enzymes leads to deubiquitylation of the corralled cargoes and the 
reuse of the ubiquitin moiety. Other ESCRT-III components control and regulate self-
assembly of SNF7 into a flat spiral lattice that surrounds the corralled cargo and 
undergoes transition to a three-dimensional spring. This is considered to be essential in 
generating the required membrane tension for the generation of the inwardly budding 
profile of forming ILVs32. ESCRT-0, ESCRT-I and ESCRT-II dissociate from the 
maturing budding profile prior to scission — which occurs through an incompletely 
understood process that requires an ESCRT-III accessory protein, the AAA ATPase 
VPS4 — to form an isolated, cargo-enriched ILV32. The ESCRT machinery therefore 
constitutes a highly orchestrated system for co-ordinating the selection and enrichment 
of cargoes destined for degradation with the biogenesis of the ILVs to allow their 
controlled delivery to the lysosome (Figure 2).  
Although ubiquitylation is the major tag that destinies cargo for ESCRT-driven 
incorporation into ILVs, ubiquitin-independent routes for targeting cargo to ILVs have 
also been identified. For example, the protease-activated receptor-1 (PAR1) and the 
P2Y1 purinergic receptor rely on cargo binding to the ESCRT accessory protein 
ALIX33,34. Endosomes also display poorly characterised ESCRT-independent 
mechanisms for the biogenesis of ILVs35,36.  
When considering the fate decisions between cargo degradation and cargo retrieval a 
fundamentally important question concerns the frequency of ILV biogenesis and its 
relationship with the maturation state of the early and late endosome. In yeast, in the 
absence of ubiquitylated cargo, ILVs fail to form even in the presence of the complete 
ESCRT machinery37,38. This failure points to an essential role for sensing the presence 
of ubiquitylated cargo in the process of ILV biogenesis. It is tempting to speculate that 
the frequency of ILV biogenesis may be greatest at the newly formed early endosome 
where the density of ubiquitylated cargo is high, in contrast to the late endosome where 
the density of ubiquitylated cargo is low (owing to the fact that most of the ubiquitylated 
cargo has already been sorted into ILVs). As we will discuss below, a consequence of 
removing the early endosome associated machinery that governs the fate decision 
towards retrieval is the missorting of internalised cargo into the lysosomal degradative 
pathway. If such an initial burst of ILV biogenesis were to occur (to date there is no 
direct evidence of this in yeast or mammals), the retrieval of cargo destined for recycling 
at this early stage of the endosomal network may be necessary to prevent cargo 
leakage into the degradative route. For cargoes that arrive later in the endo-lysosomal 
maturation pathway, for example those coming directly from the secretory pathway, 
there may be a reduced need for active cargo retrieval simply because the frequency of 
ILV biogenesis is lower within a more mature endosome.  
 
[H1] AVOIDING THE DEGRADATIVE FATE 
The ESCRT-mediated degradative sorting of endocytosed cargo conforms with the 
central dogma of intracellular membrane trafficking: proteinaceous coat complexes co-
ordinate the recognition of sorting signals with membrane remodelling, leading to the 
biogenesis of cargo-enriched transport carriers. The early models describing endocytic 
cargo retrieval and recycling did not conform to this dogma. Based on the observation 
that the prototypical recycling cargo, the transferrin receptor (TfnR), was recycled in the 
absence of its entire intracellular cytosolic facing ‘tail’ domain39, it was concluded that 
recycling was the default pathway in the absence of any specific sorting signal. The 
majority of cargoes were considered therefore to undergo recycling to the cell surface by 
following the bulk membrane flow, a model that was termed ‘sequence-independent, 
geometric-based sorting’40,41.  
At the heart of geometric-based sorting is evidence that tubular extensions enriched in 
recycling cargo emerge from the vacuolar membrane of the early endosome42. These 
tubules undergo fission to form cargo-enriched tubulo-vesicular transport carriers. Given 
the high membrane-to-volume ratio of tubules compared with the vacuolar portion of the 
endosome, the repeated formation of tubules would generate a bulk membrane flow 
away from the vacuolar portion of the endosome and the associated lysosome 
degradative fate. The tubular geometry also restricts the amount of luminal content - for 
example nutrients that have been absorbed through endocytosis and lysosomal 
hydrolases that have been delivered from the biosynthetic pathway - leaving the 
endosome through tubular recycling carriers. Any integral membrane protein with high 
lateral mobility that is not restricted through capture and corralling into the degradative 
sub-domain, can in principle follow the bulk membrane flow and be retrieved and 
recycled14.  
Although the recycling of some cargoes may well conform to this model, two broad 
observations have established that for numerous cargoes their recycling involves 
sequence-dependent mechanisms. First, a number of cargoes contain linear peptide 
sequences present within their cytosolic tails, so-called sorting motifs [G], that are 
essential for their recycling (Table 1)43. Indeed, a critical reevaluation of TfnR recycling 
established that its intracellular cytosolic domain contains one or more sorting motifs44,45. 
Second, the identification of various cargo adaptors that recognise the sorting motifs, 
and the characterisation of membrane remodelling complexes have provided molecular 
insight into the process of sequence-dependent cargo sorting and the biogenesis of 
cargo-enriched tubulo-vesicular transport carriers46-51 (Supplementary Table S1). This 
step forward is perhaps best illustrated by the appreciation of the role of two ancient and 
highly conserved heterotrimeric protein complexes, retromer and retriever as mediators 
of retrieval and recycling52,53 (Figure 3).  
 
[H1] RECOGNITION OF CARGO FOR RETRIEVAL 
Retromer was identified in yeast through its ability to sort cargo from endosomes to the 
Golgi13,54. In metazoans however, the principle role of retromer is in retrieving cargo from 
the degradative fate prior to transporting the retrieved cargo back to the cell surface, 
although retromer-dependent recycling to trans-Golgi network has also been 
demonstrated49,55-61 (Box 1). For most cargoes that require retromer for their retrieval, 
perturbation of retromer leads to their missorting towards the lysosome for 
degradation52. Why recycling cargo enters the degradative fate remains unclear but it 
may reflect a high rate of ILV biogenesis early in the endo-lysosomal network as 
discussed above. Alternatively, it may be a consequence of aberrant cargo ubiquitylation 
when retrieval is not initiated. Either way, this missorting phenotype is not restricted to 
retromer53. For numerous endocytosed cargoes a common theme therefore, is that in 
the absence of active sequence-dependent retrieval, their default route is lysosomal 
degradation.  
 
[H2] Endosomal recruitment and cargo recognition by retromer. 
Retromer is a stable heterotrimer of VPS35, VPS29 and VPS26 (two paralogs, VPS26A 
and VPS26B, are expressed in humans) (Figure 3a). VPS35 forms an extended α-
helical solenoid that associates with VPS26A or VPS26B and VPS29 at its amino-
terminal and carboxy-terminal ends respectively62,63. Retromer is a complex composed 
of peripheral membrane proteins that, at steady state, is enriched on the cytosolic face 
of the early and late endosome. The association with the late endosome is mediated 
through binding to RAB7-GTP64,65 whereas association with the early endosome is 
governed through interaction with a sorting nexin (SNX) family [G] member SNX3, which 
binds PtdIns(3)P66,67. The interaction of retromer with SNX3 is essential for retromer to 
bind to certain cargoes63. In the case of the divalent cation transporter DMT1-II, which 
requires retromer for its endosomal sorting68 a hydrophobic QPELYLL sorting motif 
present within its cytosolic tail directly binds to an interface region between SNX3 and 
the VPS26 retromer subunit63. Association of cargo with retromer further enhances 
retromer-endosome association67. Because hydrophobic motifs are present in the tails of 
other retromer cargoes (for example, the cation-independent mannose 6-phosphate 
receptor (CI-MPR), sortilin, Wntless and the TfnR51,63,69), SNX3-assisted recognition of 
such hydrophobic motifs may be a common route by which retromer bind its cargo in a 
sequence-dependent manner. 
Further sequence-dependent cargo recognition is mediated indirectly through the 
association of retromer with the cargo adaptor, SNX2748,49,57. SNX27 contains two 
distinct domains that govern sequence-dependent cargo recognition. An amino-terminal 
PDZ (PSD95-Dlg-ZO1) domain binds to cargo proteins containing a carboxy-terminal 
type I PDZ domain-binding sorting motif, whereas a carboxy-terminal FERM (band 4.1-
ezrin-radixin-moesin)-like domain binds to cargoes with ΦxNPxY or ΦxNxxY as a sorting 
motif70-74 (where ‘Φ’ is a hydrophobic residues and ‘x’ is any residue) (Table 1). 
Association of SNX27 with the early endosome is mediated through cargo recognition 
and the binding to PtdIns(3)P72,73. Engagement of SNX27 with retromer occurs through 
a direct association of its PDZ domain with the VPS26 subunit75. This increases the 
affinity of the SNX27 PDZ domain for PDZ-binding motifs by at least an order of 
magnitude and may serve to promote  sequence-dependent cargo recognition75.  
Evidence of the importance of SNX27–retromer in cargo retrieval initially came from 
studying the β2-adrenergic receptor, which contains a PDZ-binding motif recognised by 
SNX2748,49. Under conditions of SNX27 suppression (or retromer suppression) 
internalised β2-adrenergic receptor is missorted for lysosomal degradation and displays 
a reduced rate of transport to the cell surface48,49. Data from subsequent work, including 
a global proteomic analysis57 and a detailed biochemical analysis74, has established 
that, in humans, more than 400 cargo proteins require SNX27–retromer for their retrieval 
and recycling. These cargoes include signalling receptors, regulators of synaptic activity 
and neuronal health, as well as numerous transporters for amino acids, nutrients and 
metal ions48,49,57,70,76,77.  
[H2] Retriever-dependent cargo retrieval. 
New insights into additional retrieval pathways were obtained by studying another 
adaptor for recycling cargoes, SNX17. An unbiased global proteomic analysis has 
identified over 220 integral proteins that require SNX17 for their steady-state cell surface 
expression53. Within this cargo cohort integral membrane proteins required for cell 
adhesion, maintenance of lipid homeostasis, transport of nutrients, and receptor 
signalling are particularly enriched53. Some of the established SNX17 cargoes include P-
selectin, LRP1, Stabilin-1, APP, β1-integrins, all of which undergo lysosome mediated 
degradation in the absence of SNX17 refs.78-83. Similar to SNX27, SNX17 is associated 
with the early endosome through binding to cargo and to PtdIns(3)P72. Cargo selection 
is mediated through the FERM-like domain of SNX17 that binds to ΦxNPxY or ΦxNxxY 
sequence motifs embedded within cargo tails73. SNX17 lacks the PDZ domain found in 
SNX27 and does not associate with cargoes containing the PDZ-binding motif nor does 
it bind retromer53.  
To regulate the retrieval and recycling of one of its cargoes, β1-integrin, SNX17 
associates with retriever: a stable heterotrimeric ‘retromer-like’ complex composed of 
C16orf62 (chromosome 16 open-reading frame 62), DSCR3 (Down’s syndrome critical 
region 3), and the retromer component VPS29 ref 53 (Figure 3b). The carboxy-terminal 
region of C16orf62 is predicted to possess an α-helical HEAT-repeat solenoid similar to 
that observed in VPS35 and DSCR3 has structural homology to the arrestin-like fold of 
VPS26refs. 84,85. C16orf62 and DSCR3 have therefore been renamed VPS35L and 
VPS26C respectively53. SNX17 associates with retriever via a conserved carboxy-
terminal tail sequence that may engage the VPS26C component of retriever - an 
interaction conceptually equivalent to the binding of SNX27 to the VPS26 component of 
retromer75. A detailed structural analysis of retriever is currently lacking, but the 
apparent conservation in the architecture of retromer and retriever suggests a level of 
conservation in their underlying mechanism of action.  
[H2] The CCC complex in sequence-dependent cargo recognition.  
SNX17–retriever-mediated retrieval of β1-integrin requires the CCC complex, a 
heterodimeric assembly of coiled-coil domain-containing protein 22 (CCDC22) and 
CCDC93 to which one or more of the COMM domain-containing (COMMD) proteins 
associate86 (Figure 3b). Retriever and the CCC complex may assemble to form a super-
complex dubbed ‘COMMander’, although a detailed biochemical reconstitution of this 
putative complex has yet to be achieved87,88. Like for retriever, suppression or knockout 
of the CCC complex leads to the missorting of internalised β1-integrin into the lysosome 
for degradation53.  
The COMMD family of proteins, of which there are ten in humans89, are predicted to 
consist of two modular domains connected through a flexible linker: a variable amino-
terminal domain composed of packed α-helices90 and the characteristic carboxy-terminal 
COMM domain. For COMMD1, the COMM domain binds to phosphoinositides91, drives 
COMMD1 homo-dimerisation and hetero-dimerisation with other COMMD proteins, and 
is required for association with CCDC22 and CCDC9386,92. The CCC complexes may 
therefore come in different ‘flavours’ depending upon the composition of COMMD 
protein dimers. A CCC complex containing COMMD9 dimerised with COMMD5 or 
COMMD10 is involved in the endosomal retrieval and recycling of Notch2 ref. 93, whereas 
a CCC complex containing COMMD1 regulates the recycling of the copper transporter 
ATP7A86 and the LDL receptor94. There is evidence that the COMMD1-dependent 
sorting of the LDL receptor is mediated through the COMM domain recognising an NPxY 
sorting motif in the cytosolic tail of the receptor94. This suggests that COMMDs may 
function as cargo adaptors. If so, the CCC complexes may provide further insight into 
the evolutionary conserved mechanisms for sequence-dependent inclusion of cargo into 
the retrieval subdomain. In addition, the COMMD proteins are linked to cellular 
processes that do not immediately fit with a role in endosomal cargo retrieval and 
recycling such as the regulation of NF-κB and hypoxia-induced transcription95. Studying 
the CCC complexes may reveal some unexpected interfaces between endosomal cargo 
sorting and these, and other, cellular and physiological processes. 
[H1] REGULATION OF CARGO FATE DECISIONS 
Besides acting to terminate signalling, the endocytic internalization of a receptor serves 
to fine-tune its spatial and temporal signalling outputs96. For example, there is now direct 
evidence that the canonical β2-adrenergic receptor is present in its active form in the 
early endosome, locally producing cAMP signals, thereby challenging the long held 
dogma that G-protein coupled receptor signalling takes place exclusively at the plasma 
membrane97. As we have discussed, the activated internalised β2-adrenergic receptor is 
delivered to the early endosome where it associates with the SNX27–retromer for 
retrieval and recycling48,49. It is from the SNX27–retromer-rich and actin-rich (see below) 
tubular profiles that endosome associated β2-adrenergic receptor signals 
intracellularly96. Interestingly, cAMP-dependent protein kinase A mediates 
phosphorylation of the cytoplasmic tail of β2-adrenergic receptor, which results in 
switching the recycling route from constitutive bulk flow to the sequence-dependent 
route98. This generates an endosome segregated production of cAMP that is necessary 
to establish the full set of cAMP mediated transcriptional responses99.  
Whereas this cAMP-dependent protein kinase mediated phosphorylation of the β2-
adrenergic receptor occurs outside of the PDZ binding motif required for SNX27 binding, 
phosphorylation of the β2-adrenergic receptor mediated by G protein-coupled receptor 
kinase 5 (GRK5) occurs within the canonical PDZ binding motif at Ser 411ref. 46. This 
phosphorylation disrupts binding to SNX27 and leads to enhanced lysosomal 
turnover46,74. By contrast, phosphorylation of either Thr408 or Ser407 within the PDZ-
binding motif by GRK5 markedly enhance binding of β2-adrenergic receptor to SNX27 
by providing negative charges that engage a conserved arginine residue within the 
binding pocket of the SNX27 PDZ domain74. Also GRK2 is known to phosphorylate both 
Ser411 as well as Ser407 upon β2-adrenergic receptor activation, but it remains to be 
investigated whether this determines the recycling rates of this receptor103. Thus, 
differential phosphorylation of PDZ binding motifs, by distinct kinases, potentially serves 
to “fine tune” the balance between the recycling and degradation of the β2-adrenergic 
receptor. A phosphorylation-dependent increase of SNX27 affinity to the PDZ motif has 
also been observed for NMDA and AMPA type glutamate receptors74, suggesting that 
these and other cargoes could use such a phosphorylation switch to promote SNX27–
retromer-dependent retrieval and recycling.  
A role of phosphorylation in regulating the retrieval and recycling versus ligand-induced 
degradation has also been described for EGFR104. In the absence of EGF, the multi-
domain adaptor protein intersectin-s recycles the inactive EGFR by linking it to the 
RAB13 guanine nucleotide exchange factor DENND2B (DENN/MADD domain 
containing 2B) and a RAB13 dependent recycling route. Upon EGF induced EGFR 
activation this recycling is disrupted by protein kinase D-dependent phosphorylation of 
intersectin-s, which dissociates from DENND2B and switches the EGFR from the 
retrieval and recycling fate to a degradative fate104 (it is presently unclear how this 
recycling pathway relates to retromer and retriever-mediated recycling). Importantly, the 
EGFR can also be activated by transforming growth factor-α (TGF-α). Whereas EGF 
activation induces a fast receptor degradation and a transient mitogen-activated protein 
kinase (MAPK) activation, TGF-α leads to sustained MAPK activation and retrieval and 
recycling of the receptor. Through a sophisticated proteomic screen, phosphorylation of 
endosomal RAB7 looks to prime the EGFR for degradation following EGF stimulation, 
whereas recruitment of Rab coupling protein (RCP) to the EGFR following TGF-α 
stimulation leads to retrieval and recycling105. Thus, differential signalling of the EGFR 
modifies the trafficking machinery, at least in part through phosphorylation of multiple 
targets, to induce distinct receptor fate decisions and distinct cellular responses. Teasing 
apart how these events relate to retromer and retriever-mediated sorting will be an 
important undertaking.  
The retrieval machinery itself is subject to phosphorylation100. As shown in yeast, 
phosphorylation–dephosphorylation reactions act as a gating mechanism for cargo 
recruitment by retromer, whereby phosphorylation of retromer subunit Vps26 determines 
its affinity for cargo, which is negatively regulated by CDC25 protein phosphatase101. 
Similarly, association of the retromer subunit VPS35 with the protein phosphatase 1 
regulator subunit 14C terminates parathyroid hormone (PTH) signalling through the 
PTH1 receptor in mouse osteoblasts102 (possibly by switching the fate from recycling to 
degradation). Defining how signalling modulates these phosphorylation switches and 
gating mechanisms to promote or inhibit cargo retrieval and recycling will be a major 
area of research, which will likely broaden to the analysis of other post-translational 
modifications such as ubiquitylation and sumoylation.  
The studies of β2-adrenergic receptor and the EGFR have provided first insights into 
how phosphorylation can influence fate decisions between retrieval and recycling versus 
degradation and thereby influence receptor deactivation and can modulate signalling 
outputs. This regulatory power of cargo fate decisions could have much wider 
implications. There is now evidence showing that the SNX27–retromer retrieval 
subdomain acts to restrict receptor signalling through parathyroid hormone 
receptor106,107. Furthermore, retromer has been implicated in regulating the endosome 
retention time of internalised type-I interferon α/β receptor, thereby controlling type-I 
interferon induced JAK–STAT signalling and downstream transcription outputs108. 
Overall, while much remains to be learned, the early and late endosome associated 
machineries that determine the degradation versus retrieval and recycling fates should 
be considered as points of regulation, mediated in part by phosphorylation, that serve as 
intracellular platforms that regulate the signalling strength and duration of cell-surface 
receptors.  
 
[H1] TUBULAR TRANSPORT CARRIER FORMATION 
The identification of retromer, retriever, the CCC complex and their associated cargo 
adaptors has provided the foundation to describe the endosomal retrieval and recycling 
of hundreds of functionally diverse cargo proteins. The ancient origin and evolutionary 
conservation of these machineries have renewed interest in endosomal cargo retrieval 
and recycling in the development and physiology of multicellular organisms (Box 2). In 
addition, the study of these machineries is providing exciting new insight into the 
molecular aetiology of human disease (Box 3).  
One of many outstanding basic mechanistic questions concerns how cargo retrieval is 
coupled to the biogenesis of tubulo-vesicular transport carriers. Retromer, retriever, and 
the CCC complex co-localise with the same early and late endosomes, forming retrieval 
sub-domains53. Importantly, these retrieval subdomains are spatially segregated from 
the ESCRT decorated degradative subdomains53,109,110 (Figure 3c and 3d). Fate 
decisions between cargo degradation and cargo retrieval are therefore considered to be 
orchestrated through differential cargo partitioning between ESCRT degradative 
subdomains and the opposing retrieval subdomains.  
 
[H2] The role of actin polymerisation in endosomal retrieval. 
Arrays of functional sub-domains have been identified on the limiting membrane of 
endosomal vacuoles(e.g. 28-31,53,109-112). For the organisation of the retromer-decorated 
retrieval sub-domain an important element is the polymerisation of branched actin 
networks mediated by the actin-related protein-2/3 (ARP2/3) complex on the cytosolic 
face of endosomes113,114. Prominent in regulating endosomal actin polymerisation is the 
Wiskott-Aldrich syndrome and SCAR homologue [G] (WASH) complex115-117, which is a 
pentameric assembly of FAM21 (also known as WASHC2), CCDC53 (WASHC3), SWIP 
(WASHC4), Strumpellin (WASHC5) and WASH (WASHC1) that stimulates the ARP2/3 
complex115-119 (Figure 3). Like other ARP2/3 regulators, the activity of WASH is precisely 
regulated, in this case through poly-ubiquitylation mediated by the MAGEL2-USP7-
TRIM27 (MUST) complex120,121. Loss of WASH in mammalian cells results in pleiotropic 
effects that include collapse of the endo-lysosomal network into the juxta-nuclear region, 
elongation of endosome-associated tubular profiles and defects in the retrieval and 
recycling of numerous cargoes, many of which require retromer, retriever and/or the 
CCC complex122. How defects in endosome morphological and endo-lysosomal network 
organisation translate into effects on cargo sorting remains to be fully understood.  
The WASH complex is an assembly of peripheral membrane proteins. Its association 
with the membrane of endosomes is highly dynamic and may be mediated, in part, by 
association with phospholipids115. When associated with an endosome, the WASH 
complex recruits both retriever and the CCC complex to the retrieval subdomain. 
Accordingly, the retrieval of SNX17–retriever and CCC complex-dependent cargoes 
relies on the WASH complex53,86. A large population of the WASH complex is recruited 
to endosomes through a distinct retromer-dependent mechanism that is mediated by a 
series of L-F-acidic (Leucine and Phenylalanine followed by an acidic amino acid) 
repeats in the carboxy-tail of FAM21 that bind to VPS35119,123. Importantly, FAM21 
binding to VPS35 is non-stoichiometric, with one FAM21 molecule associating with 
multiple copies of retromer123. This mode of WASH-endosome association could provide 
a means of sensing the concentration of retromer and hence the density of cargo, 
thereby allowing the coordination of branched actin polymerisation with the enrichment 
of cargo during the nucleation of the forming retrieval subdomain123. The localised and 
timed formation of branched actin likely serves to restrict the lateral mobility of captured 
cargo and to prevent their leakage into the ILV pathway. In addition, it was shown that 
including an acting binding domain in a β2-adrenergic receptor mutant devoid of its PDZ 
binding motif was sufficient to rescue normal receptor retrieval and recycling47,124. The 
ability of cargo to bind to filamentous endosome-associated actin may therefore 
constitute an additional mechanism for cargo selection into the actin-enriched retrieval 
subdomain, independently of the sorting motifs. 
 
[H2] Tubule formation from the retrieval sub-domain. 
The timed and spatially restricted polymerisation of branched actin may also support 
membrane remodelling to produce an isolated cargo-enriched tubular transport carrier 
(Figure 3d; see also further below). Consistent with this, live cell imaging of the 
internalised β2-adrenergic receptor has revealed that the receptor is recycled via tubular 
profiles that form from the actin-rich retrieval subdomain47-49,51,99.  
The best-studied orchestrators of endosomal tubule formation are, however, the BAR 
(Bin/Amphiphysin/Rvs) domain [G] containing proteins PACSIN1 (a.k.a. syndapin-1) and 
PACSIN2 (a.k.a. syndapin-II)(125-127), ACAP144,128,129 and the SNX-BAR family130-134 (see 
also Supplementary Table S1 for a list of membrane-remodelling protein and complexes 
currently implicated in endosomal recycling). BAR domains are α-helical coiled coils that 
dimerise to form a banana-shaped structure whose concave surface is lined with 
positively charged residues that mediate electrostatic interactions with the negatively 
charged membrane surface135 (Figure 4). Membrane binding by BAR domains is tightly 
controlled126,136. Once associated with the membrane, the rigid nature of the BAR 
domain binding surface senses and/or imposes positive membrane curvature137. BAR 
domain dimers further associate through tip-to-tip and lateral contacts to partially coat 
the membrane with a helical assembly that drives and/or stabilises membrane tubule 
formation (in vitro experiments show that for efficient tubule formation membranes only 
need to be 30-40% coated by the BAR domain thereby leaving room for cargo)137.  
The defining member of the SNX-BAR family is SNX1, which forms a heterodimer with 
another family member SNX5 (or closely related proteins SNX6 and SNX6B)130,132. The 
presence of a PtdIns(3)P-binding PX domain in SNX1 drives recruitment of the 
heterodimer to endosomes harbouring retromer or retriever complexes130,138. From here, 
SNX1-SNX5 drives and/or stabilises the formation of tubular profiles that originate from 
the retrieval subdomain124 - it remains unclear whether SNX-BARs initiate tubule 
formation or whether they merely stabilize membrane curvature and tubulation 
generated by other means, for example actin polymerization. In yeast, Vps5 and Vps17 
(the orthologues of SNX1 and SNX5) form a stable pentameric complex with the 
retromer55. However, in higher metazoans such a complex cannot be biochemically 
isolated (Box 1). Instead, the WASH complex accessory protein, RME-8 (also known as 
DNAJC13), may co-ordinate the function of the WASH complex with the membrane 
remodelling SNX1-SNX5 complex109,139,140. RME-8 also has an additional, perhaps 
related role, in maintaining the segregation of the degradative and retrieval 
subdomains109,141, although precisely how this segregation is achieved remains unclear.  
The simultaneous analysis of two retromer-dependent recycling cargoes, β2-adrenergic 
receptor and Wntless, has established that upon their endocytosis these cargoes enter 
the same retromer decorated early endosome51. Interestingly, they exit this 
compartment through shared tubule-vesicular transport carriers even though their final 
steady-state destinations are distinct: β2-adrenergic receptor is enriched at the cell 
surface, whereas Wntless resides at the trans-Golgi network51. Thus, an additional level 
of sorting, downstream of the degradative versus retrieval fate decision and the exit of 
retrieved cargo from the endosomal vacuole, must operate in order to achieve cargo 
specific distribution. These molecular events remain to be defined.  
Further levels of complexity of how cargoes exit the endosome for recycling arise simply 
from the number of distinct endosome associated tubules and the relative lack of 
information as to the cargos that they recycle142. Dimers of other members of the SNX-
BAR family, including SNX4-SNX4, SNX8-SNX8, SNX18-SNX18, SNX4-SNX7 and 
SNX4-SNX30 also associate with the retromer and retriever labelled endosome where 
they drive the formation of distinct recycling tubules131,134,143-145. Furthermore, the Eps15 
homology domain (EHD) family [G] of proteins (the founding member being the C. 
elegans protein RME-ref. 146) can associate with MICAL-L1 and the F-BAR [G] proteins 
PASCIN1 and PACSIN2 to form endosome tubules, although the function of these 
complexes may be linked more with tubule scission than tubule biogenesis (see 
below)125,146-150. Perturbation of EHD1 can affect retromer function151,152, but equally 
there is evidence that EHD1 and retromer function separately from distinct endosome 
populations153,154. In addition, ACAP1 has been shown to form a tubulating coat complex 
with clathrin155. The BLOC-1–KIF13A–annexin A2 assembly156,157 and a RAB10–EHBP-
1 complex158 are also able to generate endosome-associated tubules. Understanding 
the relative localisations of these complexes and the relative cargo preferences of the 
tubules that they generate (we would argue this needs to be achieved through a global 
scale analysis of cargo sorting) is now a major question, as is their relationship with the 
clathrin-coated vesicular transport carriers that have also been established to regulate 
endosomal cargo recycling (Supplementary Table S1).  
Following nucleation, the recycling tubules mature, which involves elongation, 
stabilisation and ultimately scission and requires a network of accessory proteins that 
include cytoskeletal motors and regulators of actin polymerisation, local modifiers of the 
phospholipid environment and scission machinery (Figure 4, Supplementary Table S1). 
How all of these components are co-ordinated to deliver the mechanical forces and the 
alteration of biophysical properties of the lipid bilayer that are required for tubule scission 
is largely unknown159. Somewhat unexpectedly, the constriction and scission of a 
population of recycling tubules is spatially and temporal controlled through close 
membrane contacts (membrane contact sites) of endosomes with the endoplasmic 
reticulum (ER)160. In this context, a dynamic ER tubule is considered to “attack” the site 
at which a future scission event is likely to occur160. Evidence that ER–endosome 
contacts are formed through association of the SNX-BAR tubulating protein SNX2 with 
the ER resident VAP proteins (VAP-A and VAP-B) and by a CHMP1B–IST1 complex – 
which resides on SNX1 decorated tubules – with the ER resident protein spastin, are 
consistent with a role for the ER in endosomal tubule scission161,162. Perturbing these 
membrane contacts affects the overall efficiency of endosomal tubule scission by 
altering the local endosomal phosphoinositide environment, regulating the actin 
polymerising activity of the WASH complex, and through the activity of spastin in 
severing a subset of microtubules161,162. An additional role for the cytoskeleton in 
endosomal tubule scission comes from the association of endosomal tubules with 
microtubule motors dynein and kinesin, which are required for efficient tubule 
scission131,132,156,157,163,164.  
It would be highly informative to define how these scission sites relate to the endosomal 
localisation of EHD proteins. These are endosome associated dynamin-like ATPases 
that assemble into membrane-bound oligomeric rings that through an ATPases activity 
have the potential to mediate mechano-chemical membrane scission165,166. EHDs 
associate with the F-BAR domain containing PACSINs which themselves bind to the 
ARP2/3 regulator neural Wiskott-Aldrich syndrome protein (N-WASP)167. The curvature 
sensing properties of the F-BAR domain may therefore focus the assembly of EHDs 
oligomeric rings to the neck of forming tubules. Coupling the properties of the EHD 
proteins with forces applied to the membrane from a localised burst of branched actin 
formation through N-WASP activation and the pulling forces generated by association of 
the tubule with microtubule motors could bring about membrane scission. The scission 
may be further influenced by the build-up of tension between the phospholipids and the 
rigid EHD and/or BAR domain scaffold on the rapidly growing membrane tubule, which, 
by perturbing lipid flow, leads eventually to friction-dependent scission168.  
Finally, and to return to the question of sequence-dependent cargo retrieval and 
recycling, recent data suggests that membrane tubulating complexes can directly 
associate with sorting motifs on cargo. For example, ACAP1 recognises the TfnR, β1-
integrin and GLUT444,169,170, and SNX5 binds to the CI-MPR60,61. In each case the 
association is required for cargo recycling. Sequence-dependent endosomal cargo 
retrieval and recycling is, therefore, not restricted to a single layer of adaptor mediated 
cargo recognition, but actually encompasses a multilayered system of recognition. This 
complexity almost certainly reflects the need to retrieve and recycle thousands of 
internalised cargoes. It also provides the necessary plasticity to allow for tuning the fates 
and recycling itineraries of cargoes, especially internalised signalling receptors.  
 
[H1] CONCLUSIONS AND PERSPECTIVES 
The last few years have seen a rapid expansion in our appreciation of the molecular 
events that orchestrate the endocytic retrieval and recycling of internalised cargo 
proteins. In particular, this has refocused attention on the active role that cargoes play in 
sequence-dependent endocytic recycling that contrasts sharply with the historical view 
of cargoes being passively recycled through bulk membrane flow. Identifying additional 
molecular players that define this process in even greater detail is clearly an important 
goal, as is the building of a detailed road map for describing how distinct machineries 
communicate along the entire length of a given endocytic retrieval and recycling 
pathway: from sorting and carrier biogenesis at the endosome to carrier transport and 
fusion at the cell surface (either by direct transport to the cell surface or via indirect 
routes that transit the endocytic recycling compartment and/or the trans-Golgi network). 
The vexing question of exactly how many retrieval and recycling pathways are present 
within a typical cell type as well as more specialised cell types remains open, as does 
the issue of pathway integration and pathway redundancy. Another important question 
to address is the mechanisms of cross-talk between the retrieval and degradative 
pathways and how these can be tuned to determine cargo fate. Downstream responses 
from various signalling receptors have been demonstrated to rely on such decisions, 
whereby coordination between retrieval and recycling and degradation is important to 
regulate the rates of receptor deactivation and the propensity for intracellular signalling 
(from the endosome compartment). Evidence that post-translational modifications of 
cargo sorting motifs as well as the sorting machinery themselves can control cargo fate 
decisions and the itineraries of cargo retrieval and recycling, raises the vital question of 
how the cellular state influences cargo sorting to allow active remodelling of cell function. 
This will be an important consideration moving forward.  
With an increased molecular understanding has come renewed interest in endosomal 
cargo retrieval and recycling during development and in the physiology of multicellular 
organisms, and it is certain that new discoveries are to be made in this arena. For 
human biology, the increased mechanistic understanding has provided exciting new 
insight into the role of endosomal cargo retrieval and recycling in the pathology of 
neurodegenerative diseases and in host-pathogen interactions (Box 3). Achieving a 
thorough appreciation of the cellular consequences of the deregulation of endosomal 
sorting in specific disease contexts will be an essential and rewarding undertaking and is 
very likely to provide new possibilities for rational treatment of various human disorders.  
 
BOX 1: Retromer’s role in retrograde endosome-to-TGN transport. 
Retromer was identified in yeast as a pentameric protein complex comprising a Vps26-
Vps35-Vps29 heterotrimer and a Vps5-Vps17 heterodimer54,55. In metazoans, including 
humans, the equivalent proteins do not assemble into a biochemically stable pentameric 
complex. With the exception of yeast, the term retromer is therefore used to refer to the 
VPS26-VPS35-VPS29 heterotrimeric complex, whereas retromer-associated SNX 
(sorting nexin)-BAR (Bin/Amphiphysin/Rvs) proteins are equivalents of the Vps5-Vps17 
heterodimer.  
In yeast, main role of retromer is to regulate endosome-to-Golgi retrograde transport54,55. 
Initially, it has been considered that mammalian retromer functions in the equivalent 
retrograde transport pathway, as demonstrated by retromer-dependency of retrograde 
transport of cation-independent mannose-6-phosphate receptor (CI-MPR)58,59. Recently, 
independent studies have indicated that the human retromer (the VPS26-VPS35-VPS29 
heterotrimer) is dispensable for the retrograde transport of the CI-MPR60,61, and that 
retromer-associated SNX-BAR proteins, SNX1 or SNX2, in complex with SNX5 or SNX6 
are the dominant cargo selective elements that promote retrograde transport of the CI-
MPR. Importantly, SNX5 and SNX6 directly bind to a hydrophobic W-L-M sorting motif 
present in the cytosolic tail of CI-MPR, previously identified as being required for 
sequence-dependent endosome-to-TGN transport69.  
So, what role does retromer play in the endosomal sorting of the CI-MPR? In cells with 
CRISPR/Cas9 deletion of retromer, the delivery of endocytosed CI-MPR to the TGN is 
faster, consistent with a regulatory role of retromer in tis process61. Retromer together 
with TBC1D5 (GTPase activating protein of RAB7) has been reported to act as a master 
regulator of the localization and activity of RAB7 ref. 171. RAB7 is required for the 
retrograde transport of CI-MPR and likely regulates the entire retrograde pathway, the 
molecular basis of which is presently unclear. Upon loss of retromer or TBC1D5, RAB7 
is hyperactivated and accumulates on endosomes leading to increased trafficking of the 
autophagic transmembrane protein ATG9A to the TGN. The faster TGN delivery of the 
CI-MPR in retromer deficient cells might therefore reflect the deregulated activity of 
RAB7.  
A crystal structure of retromer (specifically the VPS26 and VPS35 components) together 
with sorting nexin-3 (SNX3) and the cytosolic tail domain of the retromer cargo divalent 
metal transporter 1 (DMT1-II) has revealed the presence of a cargo-binding pocket at 
the interface between SNX3 and VPS26ref 63. As this pocket binds to a hydrophobic 
sorting motifs63,68, it is likely that it also engages the hydrophobic W-L-M sorting motif in 
the CI-MPR. Why would retromer engage the CI-MPR, given that it does not directly 
regulate the retrograde transport? One attractive idea builds on the proposed role of 
retromer as a check-point for timing the fusion between the late endosome and the 
lysosome172,173. This fusion is regulated by vesicle-associated membrane protein 7 
(VAMP7), an R-SNARE that is trapped in a fusogenic inactive conformation through the 
binding to ankyrin repeat domain-containing protein 27 (VARP, also known as 
ANKRD27)172. The inhibition of VAMP7 is dependent on the local enrichment of VARP 
on the late endosome. VARP is recruited to the late endosome through a direct binding 
to the VPS29 subunit of retromer172,173. The potential ability of retromer to bind to the CI-
MPR may therefore provide a means to sense the local density of the cargo on the late 
endosome, which through a VARP-VAMP7 relay prevents pre-mature fusion of the late 
endosome with the lysosome. Decrease in retrograde transport density resulting from 
SNX-BAR driven retrograde transport would lead to a reduction in retromer association 
with the endosome, decrease in the local concentration of VARP and the release of the 
VAMP7 fusogenic activity. This would ensure that the late endosome only undergo 
fusion with the lysosome when all of the cargo destined for recycling have been 
retrieved.  
 
BOX 2: Functional role of cargo retrieval and recycling across multicellular 
organisms 
The ancient origin and conservation of the cargo retrieval machinery, including retromer, 
retriever, Wiskott-Aldrich syndrome and SCAR Homologue (WASH) complex and the 
CCC complex and associated cargo adaptors as well as the degradative machinery 
centred on endosomal sorting complexes required for transport (ESCRT) complexes, 
suggest large functional importance of the retrieval versus degradative fate decisions. 
Indeed, genetic analysis is starting to reveal the role of the retrieval and recycling 
pathways in the development and physiology of many organisms. In Drosophila 
melanogaster the retromer component of the retrieval subdomain regulates: Wnt 
morphogenic gradient formation (through the sorting of the Wnt chaperone Wntless; this 
phenotype is also observed in Caenorhabditis elegans and Xenopus laevis)174-180; 
establishment of epithelial cell polarity (sorting of the apical determinant Crumbs and 
engagement with the Scribble polarity module)181,182; epithelial tube formation in trachea 
development (trafficking of serpentine and Crumbs, and signaling through EGF 
receptor)183; photoreceptor stimulation (regulation of light-induced rhodopsin 1 
recycling)184; neuromuscular junction signaling (regulation of TGFβ/BMP signaling)185; 
innate immunity (regulation of the Toll receptor ligand Spätzle)186; and cell fate, 
proliferation, and differentiation (recycling of the Notch receptor and downstream 
signaling)187. In Caenorhabditis elegans the retromer retrieval sub-domain regulates: 
apoptotic cell clearance (recycling of CED-1 cell surface receptor)56; synaptic plasticity 
(recycling of the GLR-1 subunit of the AMPA-type glutamate receptors)188; signaling 
through the TGFβ/BMP superfamily (recycling of the BMP type I receptor)189; the 
development of the amphid sensory organ [G] (regulation of the Patched-related protein 
DAF-6)190; and the function of chemosensory neurons (recycling of the receptor-type 
guanylate cyclase GCY-9 to sensory cilia)191. A Drosophila melanogaster WASH null 
mutant displays a defect in neutralization of the acidified lysosomal possibly through 
perturbed actin-mediated recycling of the v-ATPase, and defects in haemocyte [G] cell 
spreading and cell migration through altered integrin recycling192.  
In vertebrates, snx3 knockdown in zebrafish leads to an anaemic phenotype as a result 
of perturbed recycling of the TfnR and the uptake of circulating Fe3+ ref. 45. In mice the 
deletion of VPS35 ref. 193 or VPS26A (but not VPS26B ref. 194) leads to embryonic 
lethality195, as does the deletion of WASH complex components WASH or 
strumpellin196,197. Analysis of heterozygous or conditional knockouts of these retromer 
components, has revealed the essential role of the retrieval subdomain in the central 
nervous system. More specifically, unperturbed cargo recycling has been shown to 
prevent the formation of neurotoxic amyloids [G] in the hippocampus by controlling 
recycling of β-amyloid precursor protein [G] (APP) and some of its processing 
enzymes193. Cargo recycling pathways also control macroautophagy [G] and 
chaperone-mediated autophagy [G] through recycling of ATG9A and LAMP2A 
respectively198, and support the maintenance of the degradative capacity of the 
lysosome by recycling receptors that deliver newly synthesized hydrolase enzymes (e.g. 
cathepsin D), thereby ensuring robust autophagic clearance (for example of. damaged 
mitochondria). In addition, the retrieval subdomain controls synaptic activity by recycling 
numerous synaptic receptors including AMPA, NMDA and dopamine receptors. 
Consistent with SNX27 functioning as the cargo adaptor for synaptic receptors, deletion 
of SNX27 leads to postnatal developmental defects highlighted by abnormal brain 
morphology and progressive hydrocephaly coupled with cognitive impairment, which 
have been linked to defects in the retrieval and recycling of synaptic receptors199-201. 
SNX27-deficient mice also display defects in bone formation and remodelling through 
perturbed recycling and signaling of parathyroid hormone 1 receptor106. 
 
BOX 3: Human diseases associated with defects in cargo retrieval and recycling  
Genetic analysis has associated familial and sporadic mutations in retrieval and 
recycling machinery with human diseases most notably neurological disorders that 
include Alzhiemer disease, Parkinson disease, and hereditary spastic paraplegia [G] 
(HSP)202,203. In these diseases three very general features of cargo retrieval and 
recycling are currently considered to be important. First, by maintaining and actively 
remodelling the cell surface proteome endosomal retrieval and recycling regulates 
processes essential for neuronal health such as synaptic transmission, nutrient supply, 
and interactions with surrounding neurons and supporting cells and matrix. Second, 
through sorting receptors that are essential for delivering lyososomal hydrolases, 
endosomal retrieval and recycling maintains the capacity of the lysosome to degrade 
protein aggregates and dysfunctional organelles that accumulate in age-related 
pathophysiology. Thirdly, the efficiency of retrieval and recycling defines the endosomal 
residency time of cargo, which when increased, can result in abnormal processing of 
some proteins or aberrant signalling by receptors.  
The retromer-based retrieval subdomain has a clear neuroprotective role in Parkinson 
disease202. Low frequency mutations in VPS35, VPS26A and VPS29 have all been 
noted in patients with Parkinson disease with the clearest example of VPS35(p.D620N) 
mutation which is associated with late on-set disease204,205. This specific mutation subtly 
perturbs the association of retromer with the WASH complex (and its accessory 
proteins)206,207 and leads to various defects203: perturbed sorting of the cation-
independent mannose-6-phosphate receptor (CI-MPR) and the delivery of cathepsin D 
to the lysosome; impaired trafficking of the autophagy-associated protein ATG9A; 
reduced AMPA receptor recycling and synaptic activity; and impaired recycling of the D1 
dopamine receptor. Further association of cargo recycling with Parkinson disease 
include a mutation in the WASH accessory protein DNAJC13(p.N855S)208,209, a 
functional relationship between RAB7L1 and LRRK2 ref. 210, the latter being a multi-
domain GTPase and serine/threonine kinase that is frequently mutated in late onset 
PD211, and through an interaction with the E3 ubiquitin ligase Parkin212 mutations of 
which are the main cause of autosomal recessive early-onset Parkinson disease.  
Mutations in the WASH complex component strumpellin are linked to HSP, as have 
mutations in spastin162. These mutations lead to lysosomal abnormalities through 
defects in CI-MPR recycling that may arise from impaired ER–endosome contacts162. 
Other genes that regulate CI-MPR recycling have also been linked to HSP213.  
A reduced expression of retromer was found in post-mortem brains of patients with 
Alzheimer disease214. A variety of animal models have now firmly established that 
reduced retromer expression predisposes to Alzheimer disease pathology and patient-
based genetic analysis has identified additional risk factors related to retromer, including 
SNX1, SNX3, RAB7A, and the cargo proteins SORL1 and TREM2 ref. 215. SORL1 
interacts with β-amyloid precursor protein (APP) and its aberrant recycling influences 
recycling of APP, whereas TREM2 is localised to the cell surface of microglia [G] and 
binds extracellular β-amyloid, thereby promoting its clearance and preventing 
spreading216.  
Retrieval and recycling are also implicated in other neurological conditions. In Down 
syndrome, SNX27 expression is decreased by an additional copy of miRNA from 
trisomic chromosome 21ref. 200 resulting in perturbed retrieval and recycling of AMPA and 
NMDA receptors217. More extensive loss of SNX27 is associated with infantile myoclonic 
epilepsy218. Perturbed regulation of the WASH complex was linked to intellectual 
disability and autism spectrum disorder121. Mutations in CCDC22 were associated with 
X-linked recessive intellectual disability and hypercholesterolaemic, the latter resulting 
from defective retrieval and recycling of the low-density lipoprotein (LDL) receptor94. 
Consistent with coupling between the CCC and WASH complexes, a mutation in 
strumpellin was also linked to elevated LDL-cholesterol94.  
Given their ancient origin and conservation it is perhaps unsurprising that the core cargo 
retrieval and recycling machinery is targeted by a variety of viral53,219-224 and bacterial 
pathogens225-230, a number of which express proteins that mimic sorting motifs of the 
host. These pathogens subvert the function of cargo retrieval machineries to promote 
their intracellular survival and replication.  
 
ACKNOWLEDGEMENTS 
We are extremely grateful to our lab colleagues and to Marcus Babst, Steve Caplan, Jez 
Carlton, Brett Collins, Jean Gruenberg, Manoj Puthenveedu, Aurélien Roux, Mark von 
Zastrow and Marino Zerial for many thoughtful discussions. P.J.C. is supported by the 
Wellcome Trust (104568/Z/14/Z), The Medical Research Council (MR/P018807/1), and 
The Lister Institute. F.S. is supported by an Emmy Noether Fellowship of the Deutsche 
Forschungsgemeionschaft (DFG).  
 
REFERENCES 
1. Uhlén, M., Fagerberg, L., Hallström, B.M., Lindskog, C., Oksvold, P., Mardinoglu, A., 
Sivertsson, Å., Kampf, C., Sjöstedt, E., Asplund, A. et al. Proteomics. Tissue-based map 
of the human proteome. Science 347, 1260419 (2015).  
2. Schreij, A.M., Fon, E.A. & McPherson, P.S. Endocytic membrane trafficking and 
neurodegenerative disease. Cell Mol. Life Sci. 73, 1529-1545 (2016). 
3. Kirchhausen, T., Owen, D. & Harrison, S.C. Molecular structure, function, and 
dynamics of clathrin-mediated membrane traffic. Cold Spring Harb. Perspect. Biol. 6, 
a016725 (2014). 
4. Mayor, S., Parton, R.G. & Donaldson, J.G. Clathrin-independent pathways of 
endocytosis. Cold Spring Harb. Perspect. Biol. 6, a016758 (2014). 
5. Lakadamyali, M., Rust, M.J. & Zhuang, X. Ligands for clathrin-mediated endocytosis 
are differentially sorted into distinct populations of early endosomes. Cell 124, 997-1009 
(2006). 
6. Jean-Alphonse, F., Bowersox, S., Chen, S., Beard, G., Puthenveedu, M.A. & 
Hanyaloglu, A.C. Spatially restricted G protein-coupled receptor activity via divergent 
endocytic compartments. J. Biol. Chem. 289, 3960-3977 (2014).  
7. Kalaidzidis, I., Miaczynska, M., Brewińska-Olchowik, M., Hupalowska, A., Ferguson, 
C., Parton, R.G., Kalaidzidis, Y. & Zerial, M. APPL endosomes are not obligatory 
endocytic intermediates but act as stable cargo-sorting compartments. J. Cell Biol. 211, 
123-144 (2015). 
8. Sposini, S., Jean-Alphonse, F.G., Ayoub, M.A., Oqua, A., West, C., Lavery, S., 
Broosems. J.J., Reiter, E. & Hanyaloglu, A.C. Integration of GPCR signaling and sorting 
from very early endosomes via opposing APPL1 mechanisms. Cell Rep. 21, 2855-2867 
(2017). 
9. Klumperman, J. & Raposo, G. The complex ultrastructure of the endolysosomal 
system. Cold Spring Harb. Perspect. Biol. 6, a016857 (2014). 
10. Frankel, E.B. & Audhya, A. ESCRT-dependent cargo sorting at multivesicular 
endosomes. Semin. Cell. Dev. Biol. 74, 4-10 (2018).  
11. Bright, N.A., Davis, L.J. & Luzio, J.P. Endolysosomes are the principal intracellular 
sites of acid hydrolyase activity. Curr. Biol. 26, 2233-2245 (2016). 
12. Edgar, J.R. Q&A: What are exosomes, exactly? BMC Biol. 14, 46 (2016).  
13. Seaman, M.N., Marcusson, E.G., Cereghino, J.L. & Emr, S.D. Endosome to Golgi 
retrieval of the vacuolar protein sorting receptor, Vps10p, requires the function of the 
VPS29, VPS30, and VPS35 gene products. J. Cell Biol. 137, 79-92 (1997). 
14. Maxfield, F.R. & McGraw, T.E. Endocytic recycling. Nat. Rev. Mol. Cell Biol. 5, 121-
132 (2004). 
15. Grant, B.D. & Donaldson, J.G. Pathways and mechanisms of endocytic recycling. 
Nat. Rev. Mol. Cell Biol. 10, 597-608 (2009). 
16. Hopkins, C.R. Intracellular routing of transferrin and transferrin receptors in 
epidermoid carcinoma A431 cells. Cell 35, 321-330 (1983). 
17. Hopkins, C.R. & Trowbridge, I.S. Internalisation and processing of transferrin and the 
transferrin receptor in human carcinoma A431 cells. J. Cell Biol. 97, 508-521 (1983). 
18. Csaba, Z., Lelouvier, B., Viollet, C., El Ghouzzi, V., Toyama, K., Videau, G., Bernard, 
V. & Dournaud, P. Activated somatostatin type 2 receptors traffic in vivo in central 
neurons from dendrites to the trans-Golgi before recycling. Traffic 8, 820-834 (2007).  
19. Escola, J.M., Kuenzi, G., Gaertner, H., Foti, M. & Hartley, O. CC chemokine receptor 
5 (CCR5) desensitization: cycling receptors accumulate in the trans-Golgi network. J. 
Biol. Chem. 285, 41772-41780 (2010).  
20. Cheng, S.B. & Filardo, E.J. Trans-Golgi network (TGN) as a regulatory node for β1-
adrenergic receptor (β1AR) down-modulation and recycling. J. Biol. Chem. 287, 14178-
14191 (2012). 
21. Shafaq-Zadah, M., Gomes-Santos, C.S., Bardin, S., Maiuri, P., Maurin, M., Iranzo, 
J., Gautreau, A., Lamaze, C., Caswell, P., Goud, B. & Johannes, L. Persistent cell 
migration and adhesion rely on retrograde transport of β1 integrin. Nat. Cell. Biol. 18, 54-
64 (2016).  
22. Abdullah, N., Beg, M., Soares, D., Dittman, J.S. & McGraw, T.E. Downregulation of a 
GPCR by β-arrestin2-mediated switch from an endosomal to a TGN recycling pathway. 
Cell Rep. 17, 2966-2978 (2016).  
23. Gillooly, D.J., Raiborg, C. & Stenmark, H. Phosphatidylinositol 3-phosphate is found 
in microdomains of early endosomes. Histochem. Cell Biol. 120, 445-453 (2003). 
24. Clague, M.J., Liu, H. & Urbe, S. Governance of endocytic trafficking and signaling by 
reversible ubiquitylation. Dev. Cell 23, 457-466 (2012).  
25. Katzmann, D.J., Babst, M. & Emr, S.D. Ubiquitin-dependent sorting into the 
multivesicular body pathway requires the function of a conserved endosomal sorting 
complex, ESCRT-I. Cell 106, 145-155 (2001). 
The study that by identifying ESCRT-I in yeast, provided the foundation for the 
subsequent identification of the other ESCRT complexes and hence our current 
mechanistic understanding of how ubiquitylated cargoes are sorted into ILVs for 
lysosomal degradation.  
26. Christ, L., Raiborg, C., Wenzel, E.M., Campsteijn, C. & Stenmark, H. Cellular 
functions and molecular mechanisms of the ESCRT membrane-scission machinery. 
Trends Biochem. Sci. 42, 42-56 (2017). 
27. Schonenberg, J., Lee, I.H., Iwasa, J.H. & Hurley, J.H. Reverse-topology membrane 
scission by the ESCRT proteins. Nat. Rev. Mol. Cell Biol. 18, 5-17 (2017). 
28. Raiborg, C., Bache, K.G., Mehlum, A., Stang, E. & Stenmark, H. Hrs recruits clathrin 
to early endosomes. EMBO J. 20, 5008-5021 (2001). 
29. Sachse, M., Urbe, S., Oorschot, V., Strous, G.J. & Klumperman, J. Bilayered clathrin 
coats on endosomal vacuoles are involved in protein sorting toward lysosomes. Mol. 
Biol. Cell 13, 1313-1328 (2002). 
30. Raiborg, C., Bache, K., Gillooly, D.J., Madshus, I.H., Stang, E. & Stenmark, H. Hrs 
sorts ubiquitinated proteins into clathrin-coated microdomains of early endosomes. Nat. 
Cell Biol. 4, 394-398 (2002). 
31. Raiborg, C., Wesche, J., Malerod, L. & Stenmark, H. Flat clathrin coats on 
endosomes mediate degradative protein sorting by scaffolding Hrs in dynamic 
microdomains. J. Cell Sci. 119, 2414-2424 (2006). 
32. Chiaruttini, N. & Roux, A. Dynamic and elastic shape transitions in curved ESCRT-III 
filaments. Curr. Opin. Cell Biol. 47, 126-135 (2017).  
33. Dores MR, Chen B, Lin H, Soh UJ, Paing MM, Montagne WA, Meerloo T, Trejo J. 
ALIX binds a YPX(3)L motif of the GPCR PAR1 and mediates ubiquitin-independent 
ESCRT-III/MVB sorting. J. Cell Biol. 197, 407-419 (2012).  
34. Dores, M.R., Grimsey, N.J., Mendez, F. & Trejo, J. ALIX regulates the ubiquitin-
independent lysosomal sorting of the P2Y1 purinergic receptor via a YPX3L motif. PLoS 
One 11, e0157587 (2016).  
35. Babst, M. MVB vesicle formation: ESCRT-dependent, ESCRT-independent and 
everything in between. Curr. Opin. Cell Biol. 23, 452-457 (2011).  
36. Edgar, J.R., Eden, E.R. & Futter, C.E. Hrs- and CD63-dependent competing 
mechanisms make different sized endosomal intraluminal vesicles. Traffic 15, 197-211 
(2014).  
37. MacDonald, C., Buchkovich, N.J., Stringer, D.K., Emr, S.D. & Piper, R.C. Cargo 
ubiquitination is essential for multivesicular body intralumenal vesicle formation. EMBO 
Rep. 13, 331-338 (2012). 
38. Mageswaran, S.K., Johnson, N.K., Odorizzi, G. & Babst, M. Constitutively active 
ESCRT-II suppresses the MVB-sorting phenotype of ESCRT-0 and ESCRT-I mutants. 
Mol. Biol. Cell 26, 554-568 (2015).  
39. Jing, S.Q., Spencer, T., Miller, K., Hopkins, C.R. & Trowbridge, I.S. Role of the 
human transferrin receptor cytoplasmic domain in endocytosis - localization of a specific 
signal sequence for internalization. J Cell Biol. 110, 283-294 (1990). 
40. Dunn, K.W., McGraw, T.E. & Maxfield, F.R. Iterative fractionation of recycling 
receptors from lysosomally destined ligands in an early sorting endosome. J. Cell Biol. 
109, 3303-3314 (1989).  
41. Mayor, S., Presley, J.F. & Maxfield, F.R. Sorting of membrane-components from 
endosomes and subsequent recycling to the cell-surface occurs by a bulk flow process. 
J. Cell Biol. 121, 1257-1269 (1993). 
42. Gueze, H.J., Slot, J.W., Strous, G.J., Lodish, H.F. & Schwartz, A.L. Intracellular site 
of asialoglycoprotein receptor-ligand uncoupling: double-label immunoelectron 
microscopy during receptor-mediated endocytosis. Cell 32, 277-287 (1983). 
Using double-label immuno-EM to visualise the asialoglycoprotein receptor and 
its asialoglycoprotein ligands in ultrathin cryosections from rat liver, this work 
established the central concept that recycling cargo are concentrated in tubular 
extensions of the early endosome that are largely devoid of ligand. Simply put, 
Figure 5 is beautiful!  
43. Hsu, V.W., Bai, M. & Li, J. Getting active: protein sorting in endocytic recycling. Nat. 
Rev. Mol. Cell Biol. 13, 323-328 (2012).  
44. Dai, J., Li, J., Bos, E., Porcinoatto, M., Premont, R.T., Bourgoin, S., Peters, P.J. & 
Hsu, V.W. ACAP1 promotes endocytic recycling by recognising recycling sorting signals. 
Dev. Cell 7, 771-776 (2004).  
In identifying that the endosome-associated protein ACAP1 bound to a 
phenylalanine-based sequence in the cytosoplasmic domain of the TfnR, and 
establishing that this was required for the endocytic recycling of internalised 
TfnR, this study began to question the prevailing dogma that TfnR recycling 
occurred through a sequence-independent ‘bulk flow’ mechanism.  
45. Chen, C., Garcia-Santos, D., Ishikawa, Y., Seguin, A., Li, L., Fegan, K.H., Hildick-
Smith, G.J., Shah, D.I., Cooney, J.D., Chen, W., et al. Snx3 regulates recycling of the 
transferrin receptor and iron assimilation. Cell Metab. 17, 343-352 (2013). 
46. Cao, T.T., Deacon, H.W., Reczek, D., Bretscher, A. & von Zastrow, M. A kinase-
regulated PDZ-domain interaction controls endocytic sorting of the β2-adrenergic 
receptor. Nature 401, 286-290 (1999). 
47. Puthenveedu, M., Lauffer, B., Temkin, P., Vistein, R., Carlton, P., Thorn, K., 
Taunton, J., Weiner, O.D., Parton, R.G. & von Zastrow, M. Sequence-dependent sorting 
of recycling proteins by actin-stabilized endosomal microdomains. Cell 143, 761-773 
(2010). 
An elegant study that in comparing the recycling of the β2-adrenergic receptor 
with other bulk recycling cargoes revealed the importance of endosomal actin 
polymerisation in sequence-dependent recycling into endosomal tubules.  
48. Lauffer, B.E.L., Melero, C., Temkin, P., Lei, C., Hong, W.J., Kortemme, T. & von 
Zastrow, M. SNX27 mediates PDZ-directed sorting from endosomes to the plasma 
membrane. J. Cell Biol. 190, 565-574 (2010). 
The first study that convincingly showed a role for SNX27 in the endosomal 
retrieval and recycling of a PDZ binding motif-containing cargo. 
49. Temkin, P., Lauffer, B., Jager, S., Cimermancic, P., Krogan, N.J. & von Zastrow, M. 
SNX27 mediates retromer tubule entry and endosome-to-plasma membrane trafficking 
of signalling receptors. Nat. Cell Biol. 13, 715-721 (2011). 
50. Vistein, R. & Puthenveedu, M.A. Reprogramming of G protein-coupled receptor 
recycling and signaling by a kinase switch. Proc. Nat. Acad. Sci. U.S.A. 110, 15289-
15294 (2013). 
51. Varandas, K.C., Irannejad, R. & von Zastrow, M. Retromer endosome exit domains 
serve multiple trafficking destinations and regulate local G-protein activation by GPCRs. 
Curr. Biol. 26, 3129-3142 (2016). 
52. Burd, C. & Cullen, P.J. Retromer: a master conductor of endosomal sorting. Cold 
Spring Harb. Perspect. Biol. 6, a016774 (2014). 
53. McNally, K.E., Faulkner, R., Steinberg, F., Gallon, M., Ghai, R., Pim, D., Langton, P., 
Pearson, N., Danson, C.M., Nägele, H., et al. Retriever is a multiprotein complex for 
retromer-independent endosomal cargo sorting. Nat. Cell Biol. 19, 1214-1225 (2017). 
Describes the identification of an evolutionary conserved retromer-like complex, 
called retriever and reveals its role in retromer-independent endosomal retrieval 
and recycling of numerous cargoes.  
54. Seaman, M.N., McCaffery, J.M. & Emr, S.D. A membrane coat complex essential for 
endosome-to-Golgi retrograde transport in yeast. J. Cell Biol. 142, 665-681 (1998). 
The seminal work that identified the pentameric yeast retromer complex and 
defined its role in endosome-to-Golgi transport.  
55. Verges, M., Luton, F., Gruber, C., Tiemann, F., Reinders, L.G., Huang, L., 
Burlingame, A.L., Haft, C.R. & Mostov, K.E. The mammalian retromer regulates 
transcytosis of the polymeric immunoglobulin receptor. Nat. Cell Biol. 6, 763-769 (2004) 
56. Chen, D., Xiao, H., Zhang, K., Wang, B., Gao, Z., Jian, Y., Qi, X., Sun, J., Miao, L. & 
Yang, C. Retromer is required for apoptotic cell clearance by phagocytic receptor 
recycling. Science 327, 1261-1264 (2010). 
57. Steinberg, F., Gallon, M., Winfield, M., Thomas, E.C., Bell, A.J., Heesom, K.J., 
Tavare, J.M. & Cullen, P.J. A global analysis of SNX27-retromer assembly and cargo 
specificity reveals a function in glucose and metal ion transport. Nat. Cell Biol. 15, 461-
471 (2013). 
In utilising quantitative proteomics, this study defined the mechanism for SNX27 
coupling to retromer and revealed over 100 cell surface integral proteins, 
including numerous nutrient transporters, which require the SNX27-retromer 
assembly for their retrieval and recycling.  
58. Seaman, M.N.J. Cargo-selective endosomal sorting for retrieval to the Golgi requires 
retromer. J. Cell Biol. 165, 111-122 (2004). 
59. Arighi, C.N., Hartnell, L.M., Aguilar, R.C., Haft, C.R. & Bonifacino, J.S. Role of the 
mammalian retromer in sorting of the cation-independent mannose 6-phosphate 
receptor. J. Cell Biol. 165, 123-133 (2004).  
60. Simonetti, B., Danson, C.M., Heesom, K.J. & Cullen, P.J. Sequence-dependent 
cargo recognition by SNX-BARs mediates retromer-independent transport of CI-MPR. J. 
Cell Biol. 216, 3695-3712 (2017). 
61. Kvainickas, A., Jimenez-Orgaz, A., Nägele, H., Hu, Z., Dengjel, J. & Steinberg, F. 
Cargo-selective SNX-BAR proteins mediate retromer trimer independent retrograde 
transport. J. Cell Biol. 216, 3677-3693 (2017) 
62. Hierro, A., Rojas, A.L., Rojas, R., Murthy, N., Effantin, G., Kajava, A.V., Steven, 
A.C., Bonifacino, J.S. & Hurley, J.H. Functional architecture of the retromer cargo-
recognition complex. Nature 449, 1063-1067 (2007). 
63. Lucas, M., Gershlick, D.C., Vidaurrazaga, A., Rojas, A.L., Bonifacino, J.S. & Hierro, 
A. Structural mechanism for cargo recognition by the retromer complex. Cell 167, 1623-
1635 (2016).  
Through resolving the structure of a SNX3-VPS26-VPS35 complex with the 
cytosoplasmic tail of the iron transporter DMT1-II, this study revealed the 
interactions through which membrane recruitment of retromer is co-ordinated 
with the direct association to the DMT1-II recycling motif.  
64. Rojas, R., van Vlijmen, T., Mardones, G.A., Prabhu, Y., Rojas, A.L., Mohammed, S., 
Heck, A.J.R., Raposo, G., van der Sluijs, P. & Bonifacino, J.S. Regulation of retromer 
recruitment to endosomes by sequential action of Rab5 and Rab7. J. Cell Biol. 183, 513-
526 (2008). 
65. Seaman, M.N.J., Harbour, M.E., Tattersall, D., Read, E. & Bright, N. Membrane 
recruitment of the cargo-selective retromer subcomplex is catalysed by the small 
GTPase Rab7 and inhibited by the Rab-GAP TBC1D5. J. Cell Sci. 122, 2371-2382 
(2009). 
66. Harterink, M., Port, F., Lorenowicz, M.J., McGough, I.J., Silhankova, M., Betist, M.C., 
van Weering, J.R.T., van Heesbeen, R.G.H.P., Middelkoop, T.C., Basler, K., Cullen, P.J. 
& Korswagen, H.C. A SNX3-dependent retromer pathway mediates retrograde transport 
of the Wnt sorting receptor Wntless and is required for Wnt secretion. Nat. Cell Biol. 13, 
914-923 (2011). 
Through biochemical analysis combined with detailed in vivo genetic analysis, 
this study revealed the importance of SNX3 coupling to retromer in the trafficking 
of Wntless and the secretion of Wnt morphogens.  
67. Harrison, M.S., Hung, C.S., Liu, T.T., Christiano, R., Walther, T.C. & Burd, C.G. A 
mechanism for retromer endosomal coat complex assembly with cargo. Proc. Natl. 
Acad. Sci. U.S.A. 111, 267-272 (2014). 
68. Tabuchi, M., Yanatori, I., Kawai, Y. & Kishi, F. Retromer-mediated direct sorting is 
required for proper endosomal recycling of the mammalian iron transporter DMT1. J. 
Cell Sci. 123, 756-766 (2010). 
69. Seaman, M.N. Identification of a novel conserved sorting motif required for retromer-
mediated endosome-to-TGN retrieval. J. Cell Sci. 120, 2378-2389 (2007). 
70. Lunn, M.L., Nassirpour, R., Arrabit, C., Tan, J., McLeod, I., Arias, C.M., Sawchenko, 
P.E., Yates, J.R. 3rd. & Slesinger, P.A. A unique sorting nexin regulates trafficking of 
potassium channels via a PDZ domain interaction. Nat. Neurosci. 10, 1249-1259 (2007). 
71. Balana, B., Maselnnikov, I., Kwiatkowski, W., Stern, K.M., Bahima, L., Choe, S. & 
Slesinger, P.A. Mechanism underlying selective regulation of G protein-gated inwardly 
rectifying potassium channels by the psychostimulant-sensitive sorting nexin 27. Proc. 
Natl. Acad. Sci. U.S.A. 108, 5831-5836 (2011). 
72. Ghai, R., Mobli, M., Norwood, S.J., Bugarcic, A., Teasdale, R.D., King, G.F. & 
Collins, B.M. Phox homology band 4.1/ezrin/radixin/moesin-like proteins function as 
molecular scaffolds that interact with cargo receptors and Ras GTPases. Proc. Natl. 
Acad. Sci. U.S.A. 108, 7763-7768 (2011). 
73. Ghai, R., Bugarcic, A., Liu, H., Norwood, S.J., Skeldal, S., Coulson, E.J., Li, S.S., 
Teasdale, R.D. & Collins, B.M. Structural basis for endosomal trafficking of diverse 
transmembrane cargos by PX-FERM proteins. Proc. Natl. Acad. Sci. U.S.A. 110, E643-
E652 (2013) 
74. Clairfeuille, T., Mas, C., Chan, A.S.M., Yang, Z., Tello-Lafoz, M., Chandra, M., 
Widagdo, J., Kerr, M.C., Paul, B., Merida, I., et al. A molecular code for endosomal 
recycling of phosphorylated cargos by the SNX27-retromer complex. Nat. Struct. Mol. 
Biol. 23, 921-932 (2016). 
An extensive analysis that refined the amino acid signature required for PDZ 
binding motif recognition by SNX27, thereby revealing over 400 potential cargo 
proteins, and established that phosphorylation within the PDZ binding motif may 
regulate cargo recognition. 
75. Gallon, M., Clairfeuille, T., Steinberg, F., Mas, C., Ghai, R., Sessions, R.B., 
Teasdale, R.D., Collins, B.M. & Cullen, P.J. A unique PDZ domain and arrestin-like fold 
interaction reveals mechanistic details of endocytic recycling by SNX27-retromer. Proc. 
Natl. Acad. Sci. U.S.A. 111, E3604-E3613 (2014). 
76. Hussain, N.K., Diering, G.H., Sole, J., Anggono, V. & Huganir, R.l. Sorting nexin 27 
regulates basal and activity-dependent trafficking of AMPARs. Proc. Natl. Acad. Sci. 
U.S.A 111, 11840-11845 (2014). 
77. Temkin, P., Morishita, W., Goswami, D., Arendt, K., Chen, L. & Malenka, R. The 
retromer supports AMPA receptor trafficking during LTP. Neuron 94, 74-82 (2017). 
78. Florian, V., Schlüter, T. & Bohnensack, R. A new member of the sorting nexin family 
interacts with the C-terminus of P-selectin. Biochem. Biophys. Res. Commun. 281, 
1045-1050 (2001). 
79. Williams, R., Schluter, T., Roberts, M.S., Knauth, P., Bohnensack, R. & Cutler, D.F. 
Sorting nexin 17 accelerates internalization yet retards degradation of P-selectin. Mol. 
Biol. Cell 15, 3095-3105 (2004). 
80. van Kerkhof, P., Lee, J., McCormick, l., Tetrault, E., Lu, W.Y., Schoenfish, M., 
Oorschot, V., Strous, G.J., Klumperman, J. & Bu, G.J. Sorting nexin 17 facilitates LRP 
recycling in the early endosome. EMBO J. 24, 2851-2861 (2005). 
81. Lee, J.Y., Retamal, C., Cuitino, l., Caruano-Yzermans, A., Shin, J.E., van Kerkhof, 
P., Marzolo, M.P. & Bu, G.J. Adaptor protein sorting nexin 17 regulates amyloid 
precursor protein trafficking and processing in the early endosomes. J. Biol. Chem. 283, 
11501-11508 (2008). 
82. Bottcher, R.T., Stremmel, C., Meves, A., Meyer, H., Widmaier, M., Tseng, H.Y. & 
Fassler, R. Sorting nexin 17 prevents lysosomal degradation of β1 integrins by binding 
to the β1-integrin tail. Nat. Cell Biol.14, 584-592 (2012). 
83. Steinberg, F., Heesom, K.J., Bass, M.D. & Cullen, P.J. SNX17 protects integrins 
from degradation by sorting between lysosomal and recycling pathways. J. Cell Biol. 
197, 219-230 (2012). 
84. Koumandou, V.L., Klute, M.J., Herman, E.K., Nunez-Miguel, R., Dacks, J.B. & Field, 
M.C. Evolutionary resconstruction of the retromer complex and its function in 
Trypanosoma brucei. J. Cell Sci. 124, 1496-1509 (2011).  
85. Aubry, L. & Klein, G. True arrestins and arrestin-fold proteins: a structure-based 
appraisal. Prog. Mol. Biol. Transl. Sci. 118, 21-56 (2013). 
86. Phillips-Krawczak, C.A., Singla, A., Starokadomskyy, P., Deng, Z.H., Osborne, D.G., 
Li, H.Y., Dick, C.J., Gomez, T.S., Koenecke, M., Zhang, J.S. et al. COMMD1 is linked to 
the WASH complex and regulates endosomal trafficking of the copper transporter 
ATP7A. Mol. Biol. Cell 26, 91-103 (2015). 
By studying the role of COMMD1 in copper transport, this study identified the 
CCC complex and established its role in the WASH-dependent transport of the 
copper transporter ATP7A thereby providing new insight into copper 
homeostasis. 
87. Wan, C., Borgeson, B., Phanse, S., Tu, F., Drew, K., Clark, G., Xiong, X., Kagan, O., 
Kwan, J., Bezginov, A. et al. Panorama of ancient metazoan macromolecular 
complexes. Nature 525, 339-344 (2015).  
88. Mallam, A.L. & Marcotte, E.M. Systems-wide studies uncover Commander, a 
multiprotein complex essential to human development. Cell Syst. 4, 483-494 (2017). 
89. Burstein, E., Hoberg, J.E., Wilkinson, A.S., Rumble, J.M., Csomos, R.A., Komarck, 
C.M., Maine, G.N., Wilkinson, J.C., Mayo, M.W. & Duckett, C.S. COMMD proteins, a 
novel family of structural and functional homologs of MURR1. J. Biol. Chem. 280, 
22222-22232 (2005). 
90. Sommerhalter, M., Zhang, Y. & Rosenzweig, A.C. Solution structure of the 
COMMD1 N-terminal domain. J. Mol. Biol. 365, 715-721 (2007). 
91. Burkhead, J.L., Morgan, C.T., Shinde, U., Haddock, G. & Lutsenko, S. COMMD1 
forms oligomeric complexes targeted to the endocytic membranes via specific 
interactions with phosphatidylinositol 4,5-bisphosphate. J. Biol. Chem. 284, 696-707 
(2009). 
92. Starokadomskyy, P., Gluck, N., Li, H., Chen, B., Wallis, M., Maine, G.N., Mao, X., 
Zaidi, I.W., Hein, M.Y., McDonald, F.J. et al. CCDC22 deficiency in humans blunts 
activation of proinflammatory NF-kB signaling. J. Clin. Invest. 123, 2244-2256 (2013). 
93. Li, H., Koo, Y., Mao, X., Sifuentes-Dominguez, L., Morris, L.L., Jia, D., Miyata, N., 
Faulkner, R.A., van Deursen, J.M., Vooijs, M. et al. Endosomal sorting of Notch 
receptors through COMMD9-dependent pathways modulates Notch signaling. J. Cell 
Biol. 211, 605-617 (2015). 
94. Bartuzi, P., Billadeau, D.D., Favier, R., Rong, S., Dekker, D., Fedoseienko, A., 
Fieten, H., Wijers, M., Levels, J.H., Huijkman, N. et al. CCC- and WASH-mediated 
endosomal sorting of LDLR is required for normal clearance of circulating LDL. Nat. 
Commun. 7, 10961 (2016). 
Through establishing the importance of the CCC and WASH complexes in the 
endosomal retrieval and recycling of the LDL receptor, this study provides insight 
into the observed elevated plasma LDL-cholesterol levels in patients carrying 
mutations in CCDC22 and strumpellin.  
95. Bartuzi, P., Hofker, M.H. & van de Sluis, B. Tuning NF-kB activity: a touch of 
COMMD proteins. Biochim. Biophys. Acta. 1832, 2315-2321 (2013). 
96. Pavlos, N.J. & Friedman, P.A. GPCR signalling and trafficking: the long and short of 
it. Trends Endocrinol Metab 28, 213-226 (2017).  
97. Irannejad, R., Tomshine, J.C., Tomshine, J.R., Chevalier, M., Mahoney, J.P., 
Steyaert, J., Rasmussen, S.G., Sunahara, R.K., El-Samad, H., Huang, B. & von 
Zastrow, M. Conformational biosensors reveal GPCR signalling from endosomes. 
Nature 495, 534-538 (2013). 
Using an elegant application of conformation-specific nanobodies, this study 
provides direct evidence that GPCR signalling occurs from endosomes in addition 
to the plasma membrane.  
98. Tsvetanova, N.G. & von Zastrow, M. Spatial encoding of cyclic AMP signalling 
specificity by GPCR endocytosis. Nat. Chem. Biol. 10, 1061-1065 (2014). 
99. Bowman, S.L., Shiwarski, D.J. & Puthenveedu, M.A. Distinct G protein-coupled 
receptor recycling pathways allow spatial control of downstream G protein signalling. J. 
Cell Biol. 214, 797-806 (2016). 
100. Lenoir, M., Ustunel, C., Rajesh, S., Kaur, J., Moreau, D., Gruenberg, J. & Overduin, 
M. Phosphorylation of conserved phosphoinositide binding pocket regulates sorting 
nexin membrane targeting. Nat. Commun. 9, 993 (2018).  
101. Cui, T.Z., Peterson, T.A. & Burd, C.G. A CDC25 family protein phosphatase gates 
cargo recognition by the Vps26 retromer subunit. Elife 6, e24126 (2017). 
102. Xiong, L., Xia, W.F., Tang, F.L., Pan, J.X., Mei, L. & Xiong, W.C. Retromer in 
osteoblasts interacts with protein phosphatase 1 regulator subunit 14C, terminates 
parathyroid hormone's signaling, and promotes its catabolic cesponse. EBioMedicine 9, 
45-60 (2016).  
103. Nobles, K.N., Xiao, K., Ahn, S., Shukla, A.K., Lam, C.M., Rajagopal, S., Strachan, 
R.T., Huang, T.Y., Bressler, E.A., Hara, M.R., Shenoy, S.K., Gygi, S.P. & Lefkowitz, R.J. 
Distinct phorphorylation sites on the β2-adrenergic receptor establish a barcode that 
encodes differential functions of β-arrestin. Sci. Signal. 4, ra51 (2011). 
104. Ioannou, M.S., Kulasekaran, G., Fotouhi, M., Morein, J.J., Han, C., Tse, S., 
Nossova, N., Han, T., Mannard, E. & McPherson, P.S. Intersectin-s interaction with 
DENND2B facilitates recycling of epidermal growth factor receptor. EMBO Rep. 18, 
2119-2130 (2017).  
105. Francavilla, C., Papetti, M., Rigbolt, K.T., Pedersen, A.K., Sigurdsson, J.O., 
Cazzamali, G., Karemore, G., Blagoev, B. & Olsen, J.V. Multilayered proteomics reveals 
molecular switches dictating ligand-dependent EGFR trafficking. Nat. Struct. Mol. Biol. 
23, 608-618 (2016).  
106. Chan, A.S., Clairfeuille, T., Landao-Bassonga, E., Kinna, G., Ng, P.Y., Loo, L.S., 
Cheng, T.S., Zheng, M., Hong, W., Teasdale, R.D., Collins, B.M. & Pavlos, N.J. Sorting 
nexin 27 couples PTHR trafficking to retromer for signal regulation in osteoblasts during 
bone growth. Mol. Biol. Cell 27, 1367-1382 (2016). 
107. McGarvey, J.C., Xiao, K., Bowman, S.L., Mamonova, T., Zhang, Q., Bisello, A., 
Sneddon, W.B., Ardura, J.A., Jean-Alphonse, F., Vilardaga, J.P., Puthenveedu, M.A. & 
Friedman, P.A. Actin-sorting nexin 27 (SNX27)-retromer complex mediated rapid 
parathyroid hormone receptor recycling. J. Biol. Chem. 291, 10986-11002 (2016). 
108. Chmiest, D., Sharma, N., Zanin, N., Viaris de Lesegno, C., Shafaq-Zadah, M., 
Sibut, V., Dingli, F., Hupé, P., Wilmes, S., Piehler, J., Loew, D., Johannes, L., Schreiber, 
G. & Lamaze, C. Spatiotemporal control on interferon-induced JAK/STAT signaling and 
gene transcription by the retromer complex. Nat. Commun. 7, 13476 (2016). 
109. Popoff, V., Mardones, G.A., Bai, S.K., Chambon, V., Tenza, D., Burgos, P.V., Shi, 
A., Benaroch, P., Urbé, S., et al. Analysis of articulation between clathrin and retromer in 
retrograde sorting on early endosomes. Traffic 10, 1868-1880 (2009). 
110. Strochlic, T.I., Schmiedekamp, B.C., Lee, J., Katzmann, D.J. & Burd, C.G. 
Opposing activities of the SNX3-retromer complex and ESCRT proteins mediate 
regulated cargo sorting at a common endosome. Mol. Biol. Cell 19, 4694-4706 (2008). 
111. Sonnichsen, B., De Renzis, S., Nielsen, E., Rietdorf, J. & Zerial, M. Distinct 
membrane domains on endosomes in the recycling pathway visualized by multicolor 
imaging of Rab4, Rab5, and Rab11. J. Cell Biol. 149, 901-914 (2000).  
112. Murk, J.L., Humbel, B.M., Ziese, U., Griffith, J.M., Posthuma, G., Slot, J.W., Koster, 
A.J., Verkleij, A.J., Geuze, H.J. & Kleijmeer, M.J. Endosomal compartmentalization in 
three dimensions: implications for membrane fusion. Proc. Natl. Acad. Sci. U.S.A. 100, 
13332-13337 (2003).  
113. Gomez, T.S., Gorman, J.A., De Narvajas, A.A.M., Koenig, A.O. & Billadeau, D.D. 
Trafficking defects in WASH-knockout fibroblasts originate from collapsed endosomal 
and lysosomal networks. Mol. Biol. Cell 23, 3215-3228 (2012). 
114. Derivery, E., Helfer, E., Henriot, V. & Gautreau, A. Actin polymerization controls the 
organization of WASH domains at the surface of endosomes. Plos One 7, e39774 
(2012). 
115. Derivery, E., Sousa, C., Gautier, J.J., Lombard, B., Loew, D. & Gautreau, A. The 
Arp2/3 activator WASH controls the fission of endosomes through a large multiprotein 
complex. Dev. Cell 17, 712-723 (2009). 
This study established a role for the WASH complex on endosomes and the 
localised formation of a branched actin network that is functionally required for 
endosomal tubule dynamics and fission during TfnR recycling. 
116. Gomez, T.S. & Billadeau, D.D. A FAM21-containing WASH complex regulates 
retromer-dependent sorting. Dev. Cell 17, 699-711 (2009). 
Published alongside REF. 115, this work independently identified a role for the 
WASH complex in regulating endosomal actin dynamics and, importantly, it 
provided the first evidence linking function of WASH with that of retromer in 
tubular-based cargo recycling. 
117. Jia, D., Gomez, T.S., Metlagel, Z., Umetani, J., Otwinowski, Z., Rosen, M.K. & 
Billadeau, D.D. WASH and WAVE actin regulators of the Wiskott-Aldrich syndrome 
protein (WASP) family are controlled by analogous structurally related complexes. Proc. 
Nat. Acad. Sci. U.S.A. 107, 10442-10447 (2010). 
118. Harbour, M.E., Breusegem, S.Y., Antrobus, R., Freeman, C., Reid, E. & Seaman, 
M.N. The cargo-selective retromer complex is a recruiting hub for protein complexes that 
regulate endosomal tubule dynamics. J. Cell Sci. 123, 3703-3717 (2010). 
119. Harbour, M.E., Breusegem, S.Y. & Seaman, M.N.J. Recruitment of the endosomal 
WASH complex is mediated by the extended 'tail' of Fam21 binding to the retromer 
protein Vps35. Biochem. J. 442, 209-220 (2012). 
120. Hao, Y.H., Doyle, J.M., Ramanathan, S., Gomez, T.S., Jia, D., Xu, M., Chen, Z.J., 
Billadeau, D.D., Rosen, M.K. & Potts, P.R. Regulation of WASH-dependent actin 
polymerization and protein trafficking by ubiquitination. Cell 152, 1051-1064 (2013). 
121. Hao, Y.H., Fountain, M.D. Jr., Fon Tacer, K., Xia, F., Bi, W., Kang, S.H., Patel, A., 
Rosenfeld, J.A., Le Caignec, C., Isidor, B., et al. USP7 acts as a molecular rheostat to 
promote WASH-dependent endosomal protein recycling and is mutated in a human 
neurodevelopmental disorder. Mol. Cell 59, 956-969 (2015). 
122. Alekhina, O., Burstein, E. & Billadeau, D.D. Cellular functions of WASP family 
proteins at a glance. J. Cell Sci. 130, 2235-2241 (2017). 
123. Jia, D., Gomez, T.S., Billadeau, D.D. & Rosen, M.K. Multiple repeat elements within 
the FAM21 tail link the WASH actin regulatory complex to the retromer. Mol. Biol. Cell 
23, 2352-2361 (2012). 
124. Lauffer, B.E.L., Chen, S., Melero, C., Kortemme, T., von Zastrow, M. & Vargas, 
G.A. Engineered protein connectivity to actin mimics PDZ-dependent recycling of G 
protein-coupled receptors but not its regulation by Hrs. J. Biol. Chem. 284, 2448-2458 
(2009). 
125. Braun, A., Pinyol, R., Dahlhaus, R., Koch, D., Fonarev, P., Grant, B.D., Kessels, 
M.M. & Qualmann, B. EHD protein associate with syndapin I and II and such interactions 
play a crucial role in endosomal recycling. Mol. Biol. Cell 16, 3642-3658 (2005). 
126. Wang, Q., Navarro, M.V., Peng, G., Molinelli, E., Goh, S.L., Judson, B.L., 
Rajashankar, K.R. & Sondermann, H. Molecular mechanism of membrane constriction 
and tubulation mediated by the F-BAR protein Pacsin/Syndapin. Proc. Natl. Acad. Sci. 
USA 106, 12700-12705 (2009). 
127. Gleason, A.M., Nguyen, K.C., Hall, D.H. & Grant, B.D. Syndapin/SDPN-1 is 
required for endoyctic recycling and endosomal actin association in the C. elegans 
intestine. Mol. Biol. Cell 27, 3746-3756 (2016). 
128. Shinozaki-Narikawa, N., Kodama, T. & Shibasaki, Y. Cooperation of 
phosphoinositides and BAR domain proteins in endosomal tubulation. Traffic 7, 1539-
1550 (2006).  
129. Pang, X., Fan, J., Zhang, Y., Zhang, K., Gao, B., Ma, J., Li, J., Deng, Y., Zhou, Q., 
Egelman, E.H., Hsu, V.W. & Sun, F. A PH domain in ACAP1 possesses key features of 
the BAR domain in promoting membrane curvature. Dev. Cell 31, 73-86 (2014). 
130. Carlton, J., Bujny, M., Peter, B.J., Oorschot, V.M., Rutherford, A., Mellor, H., 
Klumperman, J., McMahon, H.T. & Cullen, P.J. Sorting nexin-1 mediates tubular 
endosome-to-TGN transport through coincidence sensing of high-curvature membranes 
and 3-phosphoinositides. Curr. Biol. 14, 1791-1800 (2004). 
In defining the mechanistic basis by which SNX1 can induce the formation of 
endosomal tubules this studied provided the functional identification of the SNX-
BAR family. 
131. Traer, C.J., Rutherford, A.C., Palmer, K.J., Wassmer, T., Oakley, J., Attar, N., 
Carlton, J.G., Kremerskothen, J., Stephens, D.J. & Cullen, P.J. SNX4 coordinates 
endosomal sorting of TfnR with dyenin-mediated transport into the endocytic recycling 
compartment. Nat. Cell Biol. 9, 1370-1380 (2007).  
132. Wassmer, T., Attar, N., Harterink, M., van Weering, J.R., Traer, C.J., Oakley, J., 
Goud, B., Stephens, D.J., Verkade, P., Korswagen, H.C. & Cullen, P.J. The retromer 
coat complex coordinates endosomal sorting and dyenin-mediated transports with 
carrier recognition by the TGN. Dev. Cell 17, 110-122 (2009). 
133. van Weering, J.R., Verkade, P. & Cullen, P.J. SNX-BAR-mediated endosome 
tubulation is co-ordinated with endosome maturation. Traffic 13, 94-107 (2012).  
134. van Weering, J.R., Sessions, R.B., Traer, C.J., Kloer, D.P., Bhatia, V.K., Stamou, 
D., Carlsson, S.R., Hurley, J.H. & Cullen, P.J. Molecular basis for SNX-BAR-mediated 
assembly of distinct endosomal sorting tubules. EMBO J. 31, 4460-4480 (2012). 
135. Peter, B.J., Kent, H.M., Mills, I.G., Vallis, Y., Butler, P.J., Evans, P.R. & McMahon, 
H.T. BAR domains as sensors of membrane curvature: the amphiphysin BAR structure. 
Science 303, 495-499 (2004). 
The seminal study that through a structural analysis of BAR domain of 
amphiphysin established the mechanism by which it can sense and drive 
membrane curvature and allowed the identification of the wider family of BAR 
domain-containing proteins. 
136. Lo WT, Vujičić Žagar A, Gerth F, Lehmann M, Puchkov D, Krylova O, Freund C, 
Scapozza L, Vadas O, Haucke V. A coincidence detection mechanism controls PX-BAR 
domain-mediated endocytic membrane remodelling via and allosteric structural switch. 
Dev. Cell 43, 522-529 (2017).  
137. Simunovic, M., Evergren, E., Golushko, I., Prévost, C., Renard, H.F., Johannes, L., 
McMahon, H.T., Lorman, V., Voth, G.A. & Bassereau, P. How curvature-generating 
proteins build scaffolds in membrane nanotubes. Proc. Natl. Acad. Sci. USA 113, 11226-
11231 (2016). 
138. Wassmer, T., Attar, N., Bujny, M.V., Oakley, J., Traer, C.J. & Cullen, P.J. A loss-of-
function screen reveals SNX5 and SNX6 as potential components of the mammalian 
retromer. J. Cell Sci. 120, 45-54 (2007). 
139. Shi, A., Sun, l., Banerjee, R., Tobin, M., Zhang, Y. & Grant, B.D. Regulation of 
endosomal clathrin and retromer-mediated endosome to Golgi retrograde transport by 
the J-domain protein RME-8. EMBO J. 28, 3290-3302 (2009). 
140. Freeman, C.L., Hesketh, G. & Seaman, M.N.J. RME-8 coordinates the activity of 
the WASH complex with the function of the retromer SNX dimer to control endosomal 
tubulation. J. Cell Sci. 127, 2053-2070 (2014). 
141. Norris, A., Tammineni, P., Wang, S., Gerdes, J., Murr, A., Kwan, K.Y., Cai, Q. & 
Grant, B.D. SNX-1 and RME-8 oppose the assembly of HGRS-1/ESCRT-0 degradative 
microdomains on endosomes. Proc. Natl. Acad. Sci. U.S.A. 114, E307-E316 (2017). 
142. van Weering, J.R. & Cullen, P.J. Membrane-associated cargo recycling by tubule-
based endosomal sorting. Semin. Cell Dev. Biol. 31, 40-47 (2014). 
143. Haberg, K., Lundmark, R. & Carlsson, S.R. SNX18 is an SNX9 paralog that acts as 
a membrane tubulator in AP-1 positive endosomal trafficking. J. Cell Sci. 121, 1495-
1505 (2008). 
144. Knævelsrud, H., Søreng, K., Raiborg, C., Håberg, K., Rasmuson, F., Brech, A., 
Liestøl, K., Rusten, T.E., Stenmark, H., Neufeld, T.P., Carlsson, S.R. & Simonsen, A. 
Membrane remodelling by the PX-BAR protein SNX18 promotes autophagosome 
formation. J. Cell Biol. 202, 331-349 (2013).  
145. Søreng, K., Munson, M.J., Lamb, C.A., Bjørndal, G.T., Pankiv, S., Carlsson, S.R., 
Tooze, S.A. & Simonsen, A. SNX18 regulates ATG9A trafficking from recycling 
endosome by recruiting dynamin-2. EMBO Rep. pii: e44837 (2018).  
146. Grant, B., Zhang, Y., Paupard, M.C., Lin, S.X., Hall, D.H. & Hirsh, D. Evidence that 
RME-1, a conserved C. elegans EH-domain proteins, functions in endocytic recycling. 
Nat. Cell Biol. 3, 573-579 (2001). 
Through forward and reverse genetic screens, this study identified RME-1 as a 
conserved member of the EHD family and proposed that these proteins function 
in endocytic recycling. 
147. Lin, S.X., Grant, B., Hirsch, D. & Maxfield, F.R. Rme-1 regulates the distribution 
and function of the endocytic recycling compartment in mammalian cells. Nat. Cell Biol. 
3, 567-572 (2001).  
148. Sharma, M., Giridharan, S.S., Rahajeng, J., Naslavsky, N. & Caplan, S. MICAL-L1 
links EHD1 to tubular recycling endosomes and regulates receptor recycling. Mol. Biol. 
Cell 20, 5181-5194 (2009).  
149. Pant, S., Sharma, M., Patel, K., Caplan, S., Carr, C.M. & Grant, B.D. AMPH-
1/Amphiphysin/Bin1 functions with RME-1/Ehd1 in endocytic recycling. Nat. Cell Biol. 
11, 1399-1410 (2009).  
150. Giridharan, S.S., Cai, B., Vitale, N., Naslavsky, N. & Caplan, S. Cooperation of 
MICAL-L1, syndapinII, and phosphatidic acid in tubular recycling endosome biogenesis. 
Mol. Biol. Cell 24, 1776-1790 (2013).  
151. Gokool, S., Tattersall, D. & Seaman, M.N. EHD1 interacts with retromer to stabilise 
SNX1 tubules and facilitate endosome-to-Golgi retrieval. Traffic 8, 1873-1886 (2007). 
152. Zhang, J., Reiling, C., Reinecke, J.B., Prislan, I., Marky, L.A., Sorgen, P.L., 
Naslavsky, N. & Caplan, S. Rabankyrin-5 interacts with EHD1 and VPS26 to regulate 
endocytic trafficking and retromer function. Traffic 13, 745-757 (2012). 
153. McKenzie, J.E., Raisley, B., Zhou, X., Naslavasky, N., Taguchi, T., Caplan, S. & 
Sheff, D. Retromer guides STxB and CD8-M6PR from early to recycling endosomes, 
EHD1 guides STxB from recycling endosome to Golgi. Traffic 13, 1140-1159 (2012). 
154. Bai, Z. & Grant, B.D. A TOCA/CDC-42/PAR/WAVE functional module required for 
retrograde endocytic recycling. Proc. Natl. Acad. Sci. U.S.A. 112, E1443-E1452 (2015). 
155. Li, J., Peters, P.J., Bai, M., Dai, J., Bos, E., Kirchhausen, T., Kandror, K.V. & Hsu, 
V.W. An ACAP1-containing clathrin coat complex for endocytic recycling. J. Cell Biol. 
178, 453-464 (2007). 
156. Delevoye, C., Miserey-Lenkei, S., Montagnac, G., Gilles-Marsens, F., Paul-
Gilloteaux, P., Giordano, F., Waharte, F., Marks, M.S., Goud, B. & Raposo, G. Recycling 
endosome tubule morphogenesis from sorting endosomes requires the kinesin motor 
KIF13A. Cell Rep. 6, 445-454 (2014).  
157. Delevoye, C., Heiligenstein, X., Ripoll, L., Gilles-Marsens, F., Dennis, M.K., 
Linares, R.A., Derman, L., Gokhale, A., Morel, E., Faundez, V., Marks, M.S. & Raposo, 
G. BLOC-1 brings together the actin and microtubule cytoskeletons to generate 
recycling endosomes. Curr. Biol. 26, 1-13 (2016).  
158. Wang, P., Liu, H., Wang, Y., Liu, O., Zhang, J., Gleason, A., Yang, Z., Wang, H., 
Shi, A. & Grant, B.D. RAB-10 promotes EHBP-1 bridging of filamentous actin and 
tubular recycling endosomes. PLoS Genet. 12, e1006093 (2016). 
159. Anitei, M. & Hoflack, B. Bridging membrane and cytoskeleton dynamics in the 
secretory and endocytic pathways. Nat. Cell Biol. 14, 11-19 (2011).  
160. Rowland, A.A., Chitwood, P.J., Phillips, M.J. & Voeltz, G.K. ER contact sites define 
the position and timing of endosome fission. Cell 159, 1027-1041 (2014). 
Using imaging procedures, this study made the observation that stable contacts 
are formed between ER tubules and endosomes (labelled with FAM21) and that 
these contacts restrict cargo diffusion and are temporally co-ordinated with the 
process of transport carrier fission from the endosome.  
161. Dong, R., Saheki, Y., Swarup, S., Lucast, L., Harper, J.W. & De Camilli, P. 
Endosome-ER contacts control actin nucleation and retromer function through VAP-
dependent regulation of PI4P. Cell 166, 408-423 (2016). 
This study revealed that the ER associated VAP proteins associates with the 
endosomsl SNX-BAR protein SNX2 to form contacts that regulate retromer-WASH-
dependent budding events by controlling of level of endosomal PI(4)P. 
162. Allison, R., Edgar, J.R., Pearson, G., Rizo, T., Newton, T., Günther, S., Berner, F., 
Hague, J., Connell, J.W., Winkler, J., Lippincott-Schwartz, J., Beetz, C., Winner, B. 
& Reid, E. Defects in ER-endosome contacts impact lysosome function in hereditary 
spastic paraplegia. J. Cell Biol. 216, 1337-1355 (2017). 
163. Skjeldal, F.M., Strunze, S., Bergeland, T., Walseng, E., Gregers, T.F. & Bakke, O. 
The fusion of early endosomes induces molecular-motor-driven tubule formation and 
fission. J. Cell Sci. 125, 1910-1919 (2012).  
164. Hunt, S.D., Townley, A.K., Danson, C.M., Cullen, P.J. & Stephens, D.J. Microtubule 
motors mediate endosomal sorting by maintaining functional domain organization. J. 
Cell Sci. 126, 2493-2501 (2013).  
165. Daumke, O., Lundmark, R., Vallis, Y., Martens, S., Butler, P.J. & McMahon, H.T. 
Architectural and mechanistic insight into an EHD ATPase involved in membrane 
remodelling. Nature 449, 923-927 (2007).  
166. Melo, A.A., Hegde, B.G., Shah, C., Larsson, E., Isas, J.M., Kunz, S., Lundmark, R., 
Langen, R. & Daumke, O. Structural insights into the activation mechanism of dynamin-
like EHD ATPases. Proc. Natl. Acad. Sci. USA 114, 5629-5634 (2017).  
167. Qualmann, B., Roos, J., DiGregorio, P.J. & Kelly, R.B. Syndapin I, a synaptic 
dynamin-binding protein that associates with the neural Wiskott-Aldrich syndrome 
protein. Mol. Biol. Cell 10, 501-513 (1999).  
168. Simunovic, M., Manneville, J.B., Renard, H.F., Evergren, E., Raghunathan, K., 
Bhatia, D., Kenworthy, A.K., Voth, G.A., Prost, J., McMahon, H.T., Johannes, 
L., Bassereau, P. & Callan-Jones, A. Friction mediates scission of tubular membranes 
scaffolded by BAR proteins. Cell 170, 172-184 (2017). 
This elegant work proposes a biophysical model for membrane scission that 
evokes a requirement for the generation of frictional forces between lipids and 
BAR domain coats as membrane tubules are elongated.  
169. Li, J., Ballif, B.A., Powelka, A.M., Dai, J., Gygi, S.P. & Hsu, V.W. Phosphorylation of 
ACAP1 by Akt regulates the stimulation-dependent recycling of integrin β1 to control cell 
migration. Dev. Cell 9, 663-673 (2005). 
170. Bai, M., Pang, X., Lou, J., Zhou, Q., Zhang, K., Ma, J., Li, J., Sun, F. & Hsu, V.W. 
Mechanistic insights into regulated cargo binding by ACAP1 protein. J. Biol. Chem. 287, 
28675-28685 (2012). 
171. Jimenez-Orgaz, A., Kvainickas, A., Nägele, H., Denner, J., Eimer, S., Dengjel, J. 
& Steinberg, F. Control of RAB7 activity and localisation through the retromer-TBC1D5 
complex enables RAB7-dependent mitophagy. EMBO J. 37, 235-254 (2018).  
172. Hesketh, G.G., Pérez-Dorado, I., Jackson, L.P., Wartosch, L., Schäfer, I.B., Gray, 
S.R., McCoy, A.J., Zeldin, O.B., Garman, E.F., Harbour, M.E., Evans, P.R., Seaman, 
M.N.J., Luzio, J.P. & Owen, D.J. VARP is recruited on to endosomes by direct 
interaction with retromer, where together they function in export to the cell surface. Dev. 
Cell 29, 591-606 (2014). 
173. McGough, I.J., Steinberg, F., Gallon, M., Yatsu, A., Ohbayashi, N., Heesom, K.J., 
Fukuda, M. & Cullen, P.J. Identification of molecular heterogeneity in SNX27-retromer-
mediated endosome-to-plasma membrane recycling. J. Cell Sci. 127, 4940-4953 (2014). 
174. Coudreuse, D.Y., Roel, G., Betist, M.C., Destree, O. & Korswagen, H.C. Wnt 
gradient formation requires retromer function in Wnt-producing cells. Science 312, 921-
924 (2006).  
175. Prasad, B.C. & Clark, S.G. Wnt signalling establishes anteroposterior neuronal 
polarity and requires retromer in C. elegans. Development 133, 1757-1766 (2006).  
Together with REF. 174 this work established that the ability of Wnt morphogens 
to regulate developmental patterning requires an evolutionary conserved function 
for retromer in the Wnt secreting cells. 
176. Belenkaya, T.Y., Wu, Y., Tang, X., Zhou, B., Cheng, L., Sharma, Y.V., Yan, D., 
Selva, E.M. & Lin, X. The retromer complex influences Wnt secretion by recycling 
wntless from endosomes to the trans-Golgi network. Dev. Cell 14, 120-131 (2008).  
177. Pan, C.L., Baum, P.D., Gu, M., Jorgensen, E.M., Clark, S.G. & Garriga, G. C. 
elegans AP-2 and retromer control Wnt signalling by regulating mig-14/Wntless. Dev. 
Cell 14, 132-139 (2008). 
178. Port, F., Kuster, M., Herr, P., Furger, E., Banziger, C., Hausmann, G. & Basler, K. 
Wingless secretion promotes and requires retromer-dependent cycling of Wntless. Nat. 
Cell Biol. 10, 178-185 (2008).  
179. Yang, P.T., Lorenowicz, M.J., Silhankova, M., Coudreuse, D.Y., Betist, M.C. & 
Korswagen, H.C. Wnt signalling requires retromer-dependent recycling of MIG-
14/Wntless in Wnt-producing cells. Dev. Cell 14, 140-147 (2008). 
Studies in REFs 176, 177, 178 and 179, established that the function of retromer in 
regulating Wnt secretion stemmed from its role in orchestrating the endosomal 
retrieval and recycling of Wntless, an integral membrane chaperone that assists in 
trafficking and secretion of Wnt morphogens. 
180. Langton, P.F., Kakugawa, S. & Vincent, J.P. Making, exporting, and modulating 
Wnts. Trends Cell Biol. 26, 756-765. 
181. Pocha, S.M., Wassmer, T., Niehage, C., Hoflack, B. & Knust, E. Retromer controls 
epithelial cell polarity by trafficking the apical determinant Crumbs. Curr. Biol. 21, 1111-
1117 (2011).  
182. de Vreede, G., Schoenfeld, J.D., Windler, S.L., Morrison, H., Lu, H. & Bilder, D. The 
scribble module regulates retromer-dependent endocytic trafficking during epithelial 
polarization. Development 141, 2796-2802 (2014).  
183. Dong, B., Kakihara, K., Otani, T., Wada, H. & Hayashi, S. Rab9 and retromer 
regulate retrograde trafficking of luminal protein required for epithelial tube length 
control. Nat. Commun. 4, 1358 (2013).  
184. Wang, S., Tan, K.L., Agosto, M.A., Xiong, B., Yamamoto, S., Sandoval, H., Jaiswal, 
M., Bayat, V., Zhang, K., Charng, W.L. et al. The retromer complex is required for 
rhodopsin recycling and its loss leads to photoreceptor degeneration. PLoS Biol 12, 
e1001847 (2014). 
185. Korolchuk, V.I., Schütz, M.M., Gómez-Llorente, C., Rocha, J., Lansu, N.R., Collins, 
S.M., Wairkar, Y.P., Robinson, I.M. & O'Kane, C.J. Drosophila Vps35 function is 
necessary for normal endocytic trafficking and actin cytoskeleton organisation. J. Cell 
Sci. 120, 4367-4376 (2007). 
186. Zhou, B., Yun, E.Y., Ray, L., You, J., Ip, Y.T. & Lin, X. Retromer promotes immune 
quiescence by suppressing Spatzle-Toll pathway in Drosophila. J. Cell Physiol. 229, 
512-520 (2014).  
187. Gomez-Lamarca, M.J., Snowdon, L.A., Seib, E., Klein, T. & Bray, S.J. Rme-8 
depletion perturbs Notch recycling and predisposes to pathogenic signalling. J. Cell Biol. 
210, 303-318 (2015).  
188. Zhang, D., Isack, N.R., Glodowski, D.R., Liu, J., Chen, C.C., Xu, X.Z., Grant, B.D. & 
Rongo, C. RAB-6.2 and the retromer regulate glutamate receptor recycling through a 
retrograde pathway. J. Cell Biol. 196, 85-101 (2012). 
189. Gleason, R.J., Akintobi, A.M., Grant, B.D. & Padgett, R.W. BMP signalling requires 
retromer-dependent recycling of the type I receptor. Proc. Natl. Acad. Sci. USA 111, 
2578-2583 (2014).  
190. Oikonomou, G., Perens, E.A., Lu, Y. & Shaham, S. Some, but not all, retromer 
components promote morphogenesis of C. elegans sensory compartments. Dev. Biol. 
362, 42-49 (2012).  
191. Martinez-Velazquez, L.A. & Ringstad, N. Antagonsitic regulation of trafficking to C. 
elegans sensory cilia by a retinal degeneration 3 homolog and retromer. Proc. Natl. 
Acad. Sci. USA 115, E438-E447 (2018).  
192. Nagel, B.M., Bechtold, M., Rodriguez, L.G. & Bogdan, S. Drosophila WASH is 
required for integrin-mediated cell adhesion, cell motility and lysosomal neutralization. J. 
Cell Sci. 130, 344-359 (2017).  
193. Wen, L., Tang, F.L., Hong, Y., Luo, S.W., Wang, C.L., He, W., Shen, C., Jung, J.U., 
Xiong, F., Lee, D.H. et al. VPS35 haploinsufficiency increases Alzheimer’s disease 
neuropathology. J. Cell Biol. 195, 765-779 (2011).  
194. Kim, E., Lee, Y., Lee, H.J., Kim, J.S., Song, B.S., Huh, J.W., Lee, 
S.R., Kim, S.U., Kim, S.H., Hong, Y. et al. Implication of mouse Vps26b-Vps29-Vps35 
retromer complex in sortilin trafficking. Biochem. Bophys. Res. Commun. 403, 167-171 
(2010). 
195. Radice, G., Lee, J.J. & Costantini, F. H beta 58, an insertional mutation affecting 
early postimplantation development of the mouse embryo. Development 111, 801-811 
(1991).  
196. Xia, P., Wang, S., Du, Y., Zhao, Z., Shi, L., Sun, L., Huang, G., Ye, B., Li, C., Dai, 
Z. et al. WASH inhibits autophagy through suppression of Beclin 1 ubiquitination. EMBO 
J. 32, 2685-2696 (2013). 
197. Jahic, A., Khundadze, M., Jaenisch, N., Schüle, R., Klimpe, S., Klebe, S., Frahm, 
C., Kassubek, J., Stevanin, G., Schöls, L. et al. The spectrum of KIAA0196 variants, and 
characterisation of a murine knockout: implications for the mutational mechanism of 
hereditary spastic paraplegia type SPG8. Orphanet. J. Rare Dis. 10, 147 (2015). 
198. Tang, F.L., Erion, J.R., Tian, Y., Liu, W., Yin, D.M., Ye, J., Tang, B., Mei, L. 
& Xiong, W.C. VPS35 in dopamine neurons is required for endosome-to-Golgi retrieval 
of Lamp2a, a receptor of chaperone-mediated autophagy that is critical for α-synuclein 
degradation and prevention of pathogenesis of Parkinson's disease. J. Neurosci. 35, 
10613-10628 (2015).  
199. Cai, L., Loo, L.S., Atlashkin, V., Hanson, B.J. & Hong, W. Deficiency of sorting 
nexin 27 (SNX27) leads to growth retardation and elevated levels of N-methyl-D-
aspartate receptor 2C (NR2C). Mol. Cell Biol. 31, 1734-47 (2011). 
200. Wang, X., Zhao, Y.J., Zhang, X.F., Badie, H., Zhou, Y., Mu, Y.L., Loo, L.S., Cai, L., 
Thompson, R.C., Yang, B., et al. Loss of sorting nexin 27 contributes to excitatory 
synaptic dysfunction by modulating glutamate receptor recycling in Down's syndrome. 
Nat. Med. 19, 473-480 (2013). 
Identifies and describes the mechanism causing decreased expression of SNX27 
in brains of individuals with Down syndrome, which leads to synaptic dysfunction 
through perturbed NMDA and AMPA receptor trafficking. This study showed that, 
intriguingly, upregulating SNX27 expression in the hippocampus of Down 
syndrome mice rescues synaptic and cognitive function. 
201. Wang, X., Zhou, Y., Wang, J., Tseng, I.C., Huang, T., Zhao, Y., Zheng, Q., Gao, Y., 
Luo, H., Zhang, X., Bu, G., Hong, W. & Xu, H. SNX27 deletion causes hydrocephalus by 
impairing ependymal cell differentiation and ciliogenesis. J. Neurosci. 36, 12586-12597 
(2016). 
202. McMillan, K.J., Korswagen, H.C. & Cullen, P.J. The emerging role of retromer in 
neuroprotection. Curr. Opin. Cell Biol. 47, 72-82 (2017).  
203. Cui, Y., Yang, Z. & Teasdale, R.D. The functional roles of retromer in Parkinson’s 
disease. FEBS Lett doi: 10.1002/1873-3468 (2017). 
204. Vilariño-Güell, C., Wider, C., Ross, O.A., Dachsel, J.C., Kachergus, J.M., Lincoln, 
S.J., Soto-Ortolaza, A.I., Cobb, S.A., Wilhoite, G.J., Bacon, J.A., et al. VPS35 mutations 
in Parkinson disease. Am. J. Hum. Genet. 89, 162-167 (2011).  
205. Zimprich, A., Benet-Pagès, A., Struhal, W., Graf, E., Eck, S.H., Offman, M.N., 
Haubenberger, D., Spielberger, S., Schulte, E.C., Lichtner, P., et al. A mutation in 
VPS35, encoding a subunit of the retromer complex, causes late-onset Parkinson 
disease. Am. J. Hum. Genet. 89, 168-175 (2011).  
Together with REF. 204, provided the first evidence that mutations in retromer, 
and specifically the VPS35(p.D620N) mutation, are associated with late-onset 
Parkinson disease. 
206. Zavodszky, E., Seaman, M.N., Moreau, K., Jimenez-Sanchez, M., Breusegem, 
S.Y., Harbour, M.E. & Rubinsztein, D.C. Mutation in VPS35 associated with Parkinson’s 
disease impairs WASH complex association and inhibits autophagy. Nat. Commun. 5, 
3828 (2014).  
207. McGough, I.J., Steinberg, F., Jia, D., Barbuti, P.A., McMillan, K.J., Heesom, K.J., 
Whone, A.L., Caldwell, M.A., Billadeau, D.D., Rosen, M.K. & Cullen, P.J. Retromer 
binding to FAM21 and the WASH complex is perturbed by the Parkinson disease-linked 
VPS35(D620N) mutation. Curr. Biol. 24, 1670-1676 (2014). 
Together with REF. 206, established that the Parkinson disease-associated 
VPS35(p.D620N) mutation displays a subtly reduced ability to associate with the 
FAM21 component of the WASH complex and that this leads to defects in 
retromer-mediated cargo recycling. 
208. Vilariño-Güell, C., Rajput, A., Milnerwood, A.J., Shah, B., Szu-Tu, C., Trinh, J., Yu, 
I., Encarnacion, M., Munsie, L.N., Tapia, L., et al. DNAJC13 mutations in Parkinson 
disease. Hum. Mol. Genet. 23, 1794-1801 (2014).  
209. Yoshida, S., Hasegawa, T., Suzuki, M., Sugeno, N., Kobayashi, J., Ueyama, M., 
Fukuda, M., Ido-Fujibayashi, A., Sekiguchi, K., Ezura, M., et al. Parkinson’s diease-
linked DNAJC13 mutation aggravates α-synuclein-induced neurotoxicity through 
perturbation of endosomal trafficking. Hum. Mol. Genet. 27, 823-836 (2018).  
210. MacLeod, D.A., Rhinn, H., Kuwahara, T., Zolin, A., Di Paolo, G., McCabe, B.D., 
Marder, K.S., Honig, L.S., Clark, L.N., Small, S.A. & Abeliovich, A. RAB7L1 interacts 
with LRRK2 to modify intraneuronal protein sorting and Parkinson’s disease risk. Neuron 
77, 425-439 (2013).  
211. Alessi, D.R. & Sammler, E. LRRK2 kinase in Parkinson’s disease. Science 360, 36-
37 (2018).  
212. Song, P., Trajkovic, K., Tsunemi, T. & Krainc, D. Parkin modulates endosomal 
organisation and function of the endo-lysosomal pathway. J. Neurosci. 36, 2425-2437 
(2016).  
213. Hirst, J., Itzhak, D.N., Antrobus, R., Borner, G.H.H. & Robinson, M.S. Role of the 
AP-5 adaptor protein complex in late endosome-to-Golgi retrieval. PLoS Biol 16, 
e2004411 (2018).  
214. Small, S.A., Kent, K., Pierce, A., Leung, C., Kang, M.S., Okada, H., Honig, L., 
Vonsattel, J.P. & Kim, T.W. Model-guided microarray implicates the retromer complex in 
Alzhimer’s disease. Ann. Neurol. 58, 909-919 (2005).  
The first study to implicate the de-regulation of retromer in Alzheimer disease. 
215. Small, S.A., Simoes-Spassov, S., Mayeux, R. & Petsko, G.A. Endosomal traffic 
jams represent a pathogenic hub and therapeutic target in Alzheimer’s disease. Trends 
Neurosci. 40, 592-602 (2017).  
216. Yin, J., Liu, X., He, Q., Zhou, L., Yuan, Z. & Zhao, S. Vps35-dependent recycling of 
Trem2 regulates microglial function. Traffic 17, 1286-1296 (2016). 
217. Loo, L.S., Tang, N., Al-Haddawi, M., Dawe, G.S. & Hong, W. A role for sorting 
nexin 27 in AMPA receptor trafficking. Nat. Commun. 5, 3176 (2014).  
218. Damseh, N., Danson, C.M., Al-Ashhab, M., Abu-Libdeh, B., Gallon, M., Sharma, K., 
Yaacov, B., Coulthard, E., Caldwell, M.A., Edvardson S., et al. A defect in the retromer 
accessory protein, SNX27, manifests by infantile myoclonic epilepsy and 
neurodegeneration. Neurogenetics 16, 215-221 (2015).  
219. Hsiao, J.C., Chu, L.W., Lo, Y.T., Lee, S.P., Chen, T.J., Huang, C.Y., Ping, Y.H. & 
Chang, W. Intracellular transport of vaccina virus in HeLa cells requires WASH-
VPEF/FAM21-retromer complexes and recycling molecules Rab11 and Rab22. J. Virol. 
89, 8365-8382 (2015).  
220. Groppelli, E., Len, A.C., Granger, L.A. & Jolly, C. Retromer regulates HIV-1 
envelope glycoprotein trafficking and incorporation into virions. PLoS Pathog. 10, 
e1004518 (2014). 
221. Ganti, K., Massimi, P., Manzo-Merino, J., Tomaić, V., Pim, D., Playford, M.P., 
Lizano, M., Roberts, S., Kranjec, C., Doorbar, J. & Banks, L. Interaction of the human 
papillomavirus E6 oncoprotein with sorting nexin 27 modulates endocytic cargo transport 
pathways, PLoS Pathog. 12, e1005854 (2016). 
222. Pim, D., Broniarczyk, J., Bergant, M., Playford, M.P. & Banks, L. A novel PDZ 
domain interaction mediates the binding between human papillomavirus 16 L2 and 
sorting nexin 27 and modulates virion trafficking. J. Virol. 89, 10145-10155 (2015). 
223. Yin, P., Hong, Z., Yang, X., Chung, R.T. and Zhang, L. A role for retromer in 
hepatitis C virus replication. Cell Mol. Life Sci. 73, 869-881 (2016).  
224. Bhowmick, S., Chakravarty, C., Sellathamby, S. & Lal, S.K. The influenza A virus 
matrix protein 2 undergoes retrograde transport from the endoplasmic reticulum into the 
cytoplasm and bypasses cytoplasmic proteasomal degradation. Arch. Virol. 162, 919-
929 (2017).  
225. Mirrashidi, K.M., Elwell, C.A., Verschueren, E., Johnson, J.R., Frando, A., Von 
Dollen, J., Rosenberg, O., Gulbahce, N., Jang, G., Johnson, T., et al. Global mapping of 
the Inc-human interactome reveals that retromer restricts Chlamydia infection. Cell Host 
Microbe 18, 109-121 (2015).  
A very elegant, unbiased proteomic analysis that by identifying human proteins 
targeted by inclusion membrane proteins (Incs) secreted by Chlamydia 
trachomatis, revealed the retromer associated SNX-BAR proteins SNX5 and SNX6 
as targets for IncE, leading to the discovery that retromer serves to restrict 
bacterial infection.  
226. Paul, B., Kim, H.S., Kerr, M.C., Huston, W.M., Teasdale, R.D. & Collins, B.M. 
Structural basis for the hijacking of endosomal sorting nexin protein by Chlamydia 
trachomatis. Elife 6, e22311 (2017).  
227. Elwell, C.A., Czudnochowski, N., von Dollen, J., Johnson, J.R., Nakagawa, R., 
Mirrashidi, K., Krogan, N.J., Engel, J.N. & Rosenberg, O.S. Chlamydia interfere with an 
interaction between the mannose-6-phosphate receptor and sorting nexins to counteract 
host restriction. Elife 6, e22709 (2017).  
228. Finsel, I., Ragaz, C., Hoffmann, C., Harrison, C.F., Weber, S., van Rahden, V.A., 
Johannes, L. & Hilbi, H. The Legionella effector RidL inhibits retrograde trafficking to 
promote intracellular replication. Cell Host Microbe 14, 38-50 (2013).  
229. Bärlocher, K., Hutter, C.A.J., Swart, A.L., Steiner, B., Welin, A., Hohl, M., 
Letourneur, F., Seeger, M.A. & Hilbi, H. Structural insights into Legionella RidL-Vps29 
retromer subunit interaction reveals displacement of the regulator TBC1D5. Nat. 
Commun. 8, 1543 (2017).  
230. McDonough, J.A., Newton, H.J., Klum, S., Swiss, R., Agaisse, H. & Roy, C.R. Host 
pathways important for Coxiella burnetii infection revealed by genome-wide RNA 
interference screening. MBio 4, e00606-12 (2013).  
231. Scharaw, S., Iskar, M., Ori, A., Boncompain, G., Laketa, V., Poser, I., Lundberg, E., 
Perez, F., Beck, M., Bork, P. & Pepperkok, R. The endosomal transcriptional regulator 
RNF11 integrates degradation and transport of EGFR. J. Cell Biol. 215, 543-558 (2016).  
232. Schmidt, O. & Teis, D. The ESCRT machinery. Curr. Biol. 22, R116-R120 (2012).  
233. Knauth, P., Schluter, T., Czubayko, M., Kirsch, C., Florian, V., Schreckenberger, S., 
Hahn, H. & Bohnensack, R. Functions of sorting nexin 17 domains and recognition motif 
for P-selectin trafficking. J. Mol. Biol. 347, 813-825 (2005).  
234. Joubert, L., Hanson, B., Barthet, G., Sebben, M., Claeysen, S., Hong, W., Marin, 
P., Dumuis, A. & Bockaert, J. New sorting nexin (SNX27) and NHERF specifically 
interact with the 5-HT4a receptor splice variant: role in receptor targeting. J. Cell Sci. 
117, 5367-5379 (2004). 
235. Fjorback, A.W., Seaman, M., Gustafsen, C., Mehmedbasic, A., Gokool, S., Wu, C., 
Militz, D., Schmidt, V., Madsen, P., Nyengaard, J.R. et al. Retromer binds the FANSHY 
sorting motif in SorLA to regulate amyloid precursor protein sorting and processing. J. 
Neurosci. 32, 1467-1480 (2012). 
236. Jones, B.G., Thomas, L., Molloy, S.S., Thulin, C.D., Fry, M.D., Walsh, K.A. & 
Thomas, G. Intracellular trafficking of furin is modulated by the phosphorylation state of 
a casein kinase II site in its cytoplasmic tail. EMBO J. 14, 5869-5883 (1995). 
237. Wan, L., Molloy, S.S., Thomas, L., Liu, G., Xiang, Y., Rybak, S.L. & Thomas, G. 
PACS-1 defines a novel gene family of cytosolic sorting proteins required for trans-Golgi 
network localisation. Cell 94, 205-216 (1998).  
238. Kottgen, M., Bensing, T., Simmen, T., Tauber, R., Buchholz, B., Feliciangeli, S., 
Huber, T.B., Schermer, B., Kramer-Zucker, A., Hopker, K. et al. Trafficking of TRPP2 by 
PACS proteins respresents a novel mechanism of ion channel regulation. EMBO J. 24, 
705-716 (2005). 
239. Sitaram, A., Dennis, M.K., Chaudhuri, R., De Jesus-Rojas, W., Tenza, D., Setty, 
S.R., Wood, C.S., Sviderskaya, E.V., Bennett, D.C., Raposo, G. et al. Differential 
recognition of a dileucine-based sorting signal by AP-1 and AP-3 reveals a requirement 
for both BLOC-1 and AP-3 in delivery of OCA2 to melanosomes. Mol. Biol. Cell 23, 
3178-3192 (2012). 
240. Miller, S.E., Collins, B.M., McCoy, A.J., Robinson, M.S. & Owen, D.J. A SNARE-
adaptor interaction is a new mode of cargo recognition in clathrin-coated vesicles. 
Nature 450, 570-574 (2007). 
241. Toh, W.H., Chia, P.Z.C., Hossain, M.I. & Gleeson, P.A. GGA1 regulates signal-
dependent sorting of BACE1 to recycling endosomes, which moderates Aβ production. 
Mol. Biol. Cell 29, 191-208 (2018).  
242. Li, X., Lavigne, P. & Lavoie, C. GGA3 mediates TrkA endocytic recycling to 
promote sustained Akt phosphorylation and cell survival. Mol. Biol. Cell 26, 4412-4426 
(2015). 
 
FIGURE LEGENDS 
FIGURE 1: The endo-lysosomal network. The integration between the endo-
lysosomal network and the biosynthetic pathway helps to establish, maintain and re-
model the cell surface proteome. Following their endocytosis, internalised integral 
membrane proteins enter the early endosome from where most sorting is initiated. 
Selected cargo can be recycled back to the cell surface by means of tubulo-vesicular 
transport carriers either directly, termed ‘fast recycling’ or by transit through the 
endocytic recycling compartment, termed ‘slow recycling’. Recycling back to the cell 
surface can occur by passage through the trans-Golgi network and entry into the 
secretory pathway (termed ‘retrograde transport’). Other cargoes are targeted for 
degradation within the lysosome. This is principally achieved through cargo sorting into 
intraluminal vesicles (ILVs). Iterative rounds of cargo sorting and ILV biogenesis coupled 
with maturation of the early endosome, result in the formation of the late endosome (also 
known as the multivesicular endosome or multivesicular body). The late endosome is 
able to fuse with the lysosome to form an endo-lysosome within which ILVs and their 
accompanying cargo are degraded.  
Relatively little is known of the mechanistic integration between the secretory pathway 
and the endo-lysosomal network. Recently, the endosome associated transcriptional 
regulator RNF11 has been observed to translocate from endosomes to the nucleus in 
response to EGF receptor signalling and receptor degradation231. In the nucleus RNF11 
up-regulates the endoplasmic reticulum export machinery so that newly synthesized 
EGF receptor can be transported through the Golgi apparatus to the cell surface. The 
integration between degradation and synthesis maintains the physiological levels of EGF 
receptor at the plasma membrane. 
 
FIGURE 2: ESCRT-mediated degradative cargo sorting. a) Internalised ubiquitylated 
(Ub) cargoes are first recognised by ESCRT-0 components HRS and STAM that are 
associated with the cytosolic face of the early endosome through the Fab1, YOTB, 
Vac1, EEA1 (FYVE) domain of HRS binding to PtdIns(3)P. ESCRT-0 provides five 
ubiquitin binding motifs - VHS domains, a conventional ubiquitin-interaction motif (UIM) 
and a double-sided ubiquitin-interaction motif (DUIM). The ESCRT-I complex 
components TSG101 and UBAP1 also associate with ubiquitylated cargoes via an 
ubiquitin E2 variant (UEV) and solenoid of overlapping ubiquitin-associated (SOUBA) 
domains respectively. For the ESCRT-II complex, VPS36 contains a GRAM-like 
ubiquitin binding in EAP45 (GLUE) domain that binds to ubiquitylated cargoes. While the 
precise sequence of events within these ‘early ESCRT’ complexes is presently unclear, 
they serve to capture and enrich ubiquitylated cargoes into a degradative sub-domain 
that may be further stabilised through association of ESCRT-0 with clathrin. The late 
ESCRT complex, ESCRT-III links the upstream acting ESCRT complexes with the 
downstream process of intraluminal vesicle (ILV) biogenesis by forming a filament that 
mediates membrane remodelling.  ESCRT-III also recruits the endosomal 
deubiquitylating enzymes (DUBs), USP8 and AMSH in order to recycle ubiquitin). See 
REF. 10 for more in depth discussion. Figure modified from232. b) ESCRT-III spiral 
filament surrounds the cargo and its assembly brings about dissociation of the early 
ESCRT complexes. Growing of the ESCRT-III filament buckles from a flat structure into 
a three-dimensional spring thereby deforming the membrane in to the budding ILV. 
Recruitment of VPS4 ATPase is responsible for the disassembly of the ESCRT-III 
filaments and ultimately scission, both poorly characterised events, to form the isolated 
cargo-enriched ILV. See REF. 26 and 32 for more detailed discussion. 
 
FIGURE 3: Retrieval mechanisms. a) Retromer associates with the actin polymerising 
Wiskott-Aldrich syndrome and SCAR Homologue (WASH) complex through multiple L-F-
acidic repeats (L-F-[D/E](3-10)-L-F)123, interactions that are subtly perturbed in the 
Parkinson disease-linked VPS35(p.D620N) mutation206,207. Retromer binds to cargo 
proteins through the interaction of VPS26 subunit with sorting nexin-27 (SNX27)75,235 or 
through an interface formed after the association with SNX363. b) Current view of the 
retriever-based retrieval complex53. The conserved carboxy-terminus of SNX17 is 
necessary and sufficient for association to retriever possibly via interaction with Down 
syndrome critical region protein 3 (DSCR3)53. Retriever binds to the CCC complex86, 
possibly through C16orf6286, forming a putative COMMander complex87,88. Coiled-coil 
domain-containing protein 93 (CCDC93) binding to the 356-600 region of the FAM21 tail 
couples the WASH and CCC complexes86. c) A speculative model of the initial fate 
decision between degradation and retrieval. Both degradative (endosomal sorting 
complexes required for transport (ESCRT) complexes) and recycling (retromer and 
retriever) machineries are recruited to endosomal membranes by recognition of 
PtdIns(3)P and interaction with their cargo (through ubiquitin for ESCRTs and through 
sorting motifs for retromer/retriever). ESCRT-0, ESCRT-I and ESCRT-II recruit ESCRT-
III leading to the formation of cargo-enriched ILVs (see Fig. 2). Retromer recruits the 
WASH complex, with the resulting polymerisation of filamentous, branched actin. 
Recruitment of the COMMander complex as well as independent endosomal association 
of the WASH complex (possibly via lipid binding) further support sequence-dependent 
cargo recognition into the retrieval subdomain. The model suggests that the retrieval 
subdomain enriches and restricts the mobility of captured cargo thereby preventing their 
inclusion into intraluminal vesicles (ILVs). d) We speculate that as the retrieval 
subdomain matures, the clustering of cargo and the WASH-mediated polymerisation of 
actin may induce initial positive membrane curvature, thereby providing a cue, together 
with the presence of PtdIns(3)P, for the recruitment of membrane tubulating complexes, 
such as SNX-BAR (Bin/Amphiphysin/Rvs) proteins, which induce the biogenesis of 
tubules into which the recycling cargo is packaged for export (see also Fig. 4). Globally, 
cargo recycling is likely best described through a combination of multiple sequence-
dependent and sequence-independent pathways (constitutive bulk membrane flow).  
 
FIGURE 4: BAR domain-containing proteins in endosome tubule formation. a) A 
general scheme to illustrate the molecular details of BAR (Bin/Amphiphysin/Rvs) 
domain-containing proteins (using sorting nexin (SNX)-BARs as a model). BAR domain-
containing proteins associate with membranes through recognition of electrostatic 
charge, the sensing of membrane curvature, insertion of amphipathic helices and the 
binding to specific phospholipid species. Assembly of BAR domain dimers into helical 
assemblies leads to the induction and/or stabilisation of membrane tubules. b) After 
induction of tubulation, tubules elongate and eventually undergo scission. The overall 
mechanistic details of this complex process remain to be defined but appear to require 
the coordination of several molecular components. Actin polymerisation mediated by 
Wiskott-Aldrich syndrome and SCAR Homologue (WASH) complex and neural Wiskott-
Aldrich syndrome protein (N-WASP) provides pushing forces whereas coupling to 
microtubule motors (here dynein–dynactin complex) generates pulling forces. Eps15 
homology domain (EHD) proteins in complex with F-BAR proteins such as – protein 
kinase C and casein kinase substrate in neurons protein (PACSIN) are recruited to the 
neck of the extending cargo-enriched tubule owing to the increased curvature of the 
membranes, driving friction-mediated or mechano-chemical driven membrane scission. 
The process of scission may be further assisted through formation of an ER–endosome 
contact at the site of final scission (see text for more detail). See also Supplementary 
Table S1 for a list of membrane-remodelling proteins and complexes currently implicated 
in endosomal recycling.  
 
TABLE 1: Linear peptide sorting motifs required for sequence-dependent 
recycling of endocytosed cargo proteins.  
Cargo 
adaptor 
(recognition 
domain) 
Sorting signala Example cargos (and their 
sorting motifs – bold residues 
define the sorting signal) b 
References 
SNX17 ΦxNPx[F/Y] P-selectin (FTNAAF)  80, 82, 83, 
 ΦxNxx[F/Y] LRP( IGNPTY) β1-Integrin (VVNPKY) 233  
SNX27 (PDZ 
domain) 
 
 
 
 
 
 
 
 
 
 
 
SNX27 
(FERM-like 
domain) 
[E/D]-5x-4[E/D]-3[S/T]-2x-
1Φ0 
[ED/pSpT]-6[E/D]-5x-
4[E/D]-3[S/T]-2x-1Φ0 
[ED/pSpT]-5x-4[E/D]-3[S/T]-
2x-1Φ0 
[ED/pSpT]-6[ED/pSpT]-5x-
4[pS/pT]-3[S/T]-2x-1Φ0 
[ED/pSpT]-6x-5x-4[pS/pT]-
3[S/T]-2x-1Φ0 
[E/D]-3[S/T]-2x-1Φ0 
[pS/pT]-3[S/T]-2x-1Φ0 
 ΦxNPxpY ΦxNxxpY 
GLUT1 (L-6GADSQV0) β2-adrenergic receptor (S-
6TNDSLL0) 
5-HT4(a) receptor (E-6SLESCF0) 
GIRK (E-5SESKV0) 
Kir3.3 (E-3SKV0) 
 
 
 
 
 
 
 
VLGR1 (LKNPFpY) 
RET (IENKLpY) 
48, 57, 70, 
71, 73, 74, 
234 
SNX3–
VPS26–
VPS35–
VPS29  
 
 
 
VPS26–
VPS35–
VPS29  
Aromatic, hydrophobic 
motif - Φx[L/M/V] 
 
 
 
 
 
FANSHY (binding to 
VPS26) 
DMT1-II (ELYLLNTM) 
Sortilin (GRFLVHRY) 
CI-MPR (TEWLMEEI) 
 
 
 
 
SorLA (FANSHY) 
63, 68, 69, 
235  
COMMD1 NPxY  LDLR (FDNPVY) 94 
PACS-1 
PACS-2 
Acidic cluster motif Furin (EECPpSDpSEED) 
CI-MPR (HDDpSDEDLLHI) 
Polycystin2 (DDpSEEDDDEDS) 
236, 237, 
238 
AP-1 YxxΦ 
[D/E]xxxL[L/I] 
Coxsackie virus and adenovirus 
receptor (YNQV) 
MHC-1-associated invariant chain 
p33 (DQRDLI) 
 
AP-3 [D/E]xxxL[L/I] OCA2(ENTPLL) 239 
EpsinR Hydrophobic + 
electrostatic 
VTI1b (Habc domain)  240 
GGA1 DIpSLL BACE1 - (DIpSLL) 241 
GGA3 DxxL[L/V] TrkA receptor (DKMLV) 
TrkB receptor (DKILV) 
TrkC receptor (DKMLV) 
242 
ACAP1 Positively charged residues 
together with associated 
hydrophobic motif 
β1-integrin (REFAKF) 
GLUT4 (KR, assisted by PLSLL 
motif)  
TfR (RF and LF)  
44, 155, 170 
SNX5, SNX6, 
SNX32 
Hydrophobic motif CI-MPR (TEWLMEEI) 60, 61 
 
a) General sorting motifs, where Φ = hydrophobic residue; pS, pT, and pY = 
phosphoserine, phosphothreonine and phosphotyrosine respectively; x = any amino 
acid. For sorting signals recognised by the SNX27 cargo adaptor, ‘0’ represents the 
carboxy-terminal hydrophobic residues and ‘-1’, ‘-2’, etc denote the subsequent residues 
from the carboxy-terminus. b) representative cargoes 
5-HT4(a) receptor, 5-hydroxytryptamine receptor 4; ACAP1, Arf-GAP with coiled-coil, 
ANK repeat and PH domain-containing protein 1; BACE1, β-secretase 1; CI-MPR, 
Cation-independent mannose-6-phosphate receptor; DMT1-II, divalent metal transporter 
1; GIRK, G-protein coupled inwardly rectifying potassium channel; GLUT1, glucose 
transporter 1; GLUT4, glucose transporter 4; Kir3.3, G-protein coupled inwardly 
rectifying potassium channel 3; LDLR, low density lipoprotein receptor; LRP1, LDL 
receptor related protein 1; OCA2, melanosomal transmembrane protein; RET, ret proto-
oncogene tyrosine-protein kinase receptor; SorLA, sortilin related receptor 1; TfnR, 
transferrin receptor; TrkA, neurotrophic tyrosine kinase receptor type 1; TrkB, 
neurotrophic tyrosine kinase receptor type 2; TrkC, neurotrophic tyrosine kinase receptor 
type 3; VLGR1, adhesion G protein-coupled receptor V1; VTI1B, vesicle transport 
through interaction with t-SNARE 1B.  
 
 
Glossary: 
Intraluminal Vesicles (ILV) – small, cargo enriched vesicles within the lumen of a 
maturing late endosome 
Endosomal Sorting Complexes Required for Transport (ESCRT) - protein complexes 
that mediate the sorting of ubiquitylated cargo into intraluminal vesicles for degradation 
in lysosomes 
Sorting motifs – usually unstructured linear peptide sequences present in the 
cytoplasmic tail of cargo proteins that by engaging coat complexes control the sorting of 
said cargo through intracellular membrane trafficking 
Sorting Nexin (SNX) family – large and diverse family of endosome-localized, peripheral 
membrane proteins defined by the presence of a PX domain 
Wiskott-Aldrich syndrome and SCAR Homologue (WASH) complex – pentameric multi-
protein complex that generates branched actin networks on the endosomal membrane. 
BAR (Bin/Amphiphysin/Rvs) domain – a frequently occurring protein domain with α-
helical coiled-coils. The domains can dimerise to form a banana-shaped structure. 
Oligomerization of BAR domains can deform cellular membranes 
Eps15 homology domain (EHD) family – A family of four proteins (EHD1-4) that possess 
structural similarities to dynamin and function in intracellular trafficking 
F-BAR domain (FCH-Homology Bar domain) – a BAR domain found in proteins that 
couple membrane remodelling with actin dynamics 
Amphid sensory organ – the principal olfactory organ of nematodes 
Haemocyte – a cell of the haemolymph in invertebrates.  
Amyloids – Protein aggregates that can form firbrils, often associated with 
neurodegenerative diseases such as Alzheimer disease 
β-amyloid precursor protein (APP) – An integral membrane protein highly expressed in 
neuronal synapses. Proteolytic cleavage of APP generates the toxic β-amyloid 
polypeptide that contributes to Alzheimer disease 
Macroautophagy – A degradative pathway in which a nutrient starved cell sequesters 
cytoplasmic content into double membraned vesicles for lysosomal degradation.  
Chaperone-mediated autophagy – Specialized form of autophagy in which chaperone 
proteins directly shuttle cytosolic proteins into the lysosomal lumen through LAMP2a 
mediated channels  
Spastic hereditary paraplegia – A group of inheritable diseases characterized by 
progressive gait disorders due to dysfunction of motor neurons in the spinal cord  
Microglia - macrophage-related immune cells of the central nervous system 
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TABLE	  1:	  Sorting	  motifs	  required	  for	  recycling	  of	  endocytosed	  cargo	  proteins	  	  
Cargo	  adaptor	  
(recognition	  domain)	  
Sorting	  signal	   Example	  cargos	   Reference	  
SNX17	  
	  
ΦxNPx[F/Y]	  
ΦxNxx[F/Y]	  
P-­‐selectin	  -­‐	  FTNAAF	  
LRP	  –	  IGNPTY	  
β1-­‐Integrin	  	  -­‐	  VVNPKY	  
Knauth	  et	  al.,	  2005	  
van	  Kerkhof	  et	  al.,	  2005	  
Steinberg	  et	  al.,	  2012	  
Bottcher	  et	  al.,	  2012	  
SNX27	  (PDZ	  domain)	  
	  
	  
	  
	  
	  
	  
	  
SNX27	  (FERM-­like	  
domain)	  
[E/D]-­‐5x-­‐4[E/D]-­‐3[S/T]-­‐2x-­‐1Φ0	  
[ED/pSpT]-­‐6[E/D]-­‐5x-­‐4[E/D]-­‐3[S/T]-­‐2x-­‐1Φ0	  
[ED/pSpT]-­‐5x-­‐4[E/D]-­‐3[S/T]-­‐2x-­‐1Φ0	  
[ED/pSpT]-­‐6[ED/pSpT]-­‐5x-­‐4[pS/pT]-­‐3[S/T]-­‐2x-­‐1Φ0	  
[ED/pSpT]-­‐6x-­‐5x-­‐4[pS/pT]-­‐3[S/T]-­‐2x-­‐1Φ0	  
[E/D]-­‐3[S/T]-­‐2x-­‐1Φ0	  
[pS/pT]-­‐3[S/T]-­‐2x-­‐1Φ0	  
	  
ΦxNPxpY	  
ΦxNxxpY	  
GLUT1	  –	  L-­‐6GADSQV0	  
β2-­‐adrenergic	  receptor	  –	  S-­‐6TNDSLL0	  
5-­‐HT4(a)	  receptor	  –	  E-­‐6SLESCF0	  
GIRK	  –	  E-­‐5SESKV0	  
Kir3.3	  -­‐	  E-­‐3SKV0	  
	  
	  
	  
VLGR1	  -­‐	  LKNPFpY	  
RET	  -­‐	  IENKLpY	  
Clairfeuille	  et	  al.,	  2016	  
Steinberg	  et	  al.,	  2013	  
Lauffer	  et	  al.,	  2010	  
Joubert	  et	  al.,	  2004	  
Balana	  et	  al.,	  2011	  
Lunn	  et	  al.,	  2007	  
	  
	  
Ghia	  et	  al.,	  2013	  
SNX3-­VPS26:VPS35:VPS29	  
	  
	  
	  
VPS26:VPS35:VPS29	  
Aromatic,	  hydrophobic	  motif	  -­‐	  Φx[L/M/V]	  
	  
	  
	  
FANSHY	  (binding	  to	  VPS26)	  
DMT1-­‐II	  –	  ELYLLNTM	  
Sortilin	  –	  GRFLVHRY	  
CI-­‐MPR	  -­‐	  TEWLMEEI	  
	  
SorLA	  -­‐	  FANSHY	  
Tabuchi	  et	  al.,	  2010	  
Lucas	  et	  al.,	  2016	  
Seaman,	  2007	  
	  
Fjorback	  et	  al.,	  2012	  	  
COMMD1	   NPxY	  (direct?)	   LDLR	  -­‐	  FDNPVY	   Bartuzi	  et	  al.,	  2016	  
PACS-­1	  
PACS-­2	  
Acidic	  cluster	  motif	   Furin	  –	  EECPpSDpSEED	  
CI-­‐MPR	  –	  HDDpSDEDLLHI	  
Polycystin2	  -­‐	  DDpSEEDDDEDS	  
Jones	  et	  al.,	  1995	  
Wan	  et	  al.,	  1998	  
Kottgen	  et	  al.,	  2005	  
AP-­1	   YxxΦ	  
[D/E]xxxL[L/I]	  
Coxsackie	  virus	  and	  adenovirus	  receptor	  –	  YNQV	  
MHC-­‐1-­‐associated	  invariant	  chain	  p33	  –	  DQRDLI	  
	  
AP-­3	   [D/E]xxxL[L/I]	   OCA2-­‐	  ENTPLL	   Sitaram	  et	  al.,	  2012	  
EpsinR	   Hydrophobic	  +	  electrostatic	   Vti1b	  –	  Habc	  domain	   Miller	  et	  al.,	  2007	  
GGA1	   DIpSLL	   BACE1	  -­‐	  DIpSLL	   Toh	  et	  al.,	  2018	  
GGA3	   DxxL[L/V]	   TrkA	  receptor	  –	  DKMLV	  
TrkB	  receptor	  –	  DKILV	  
TrkC	  receptor	  -­‐	  DKMLV	  
Li	  et	  al.,	  2015	  
ACAP1	   Positively	  charged	  residues	  +	  associated	  
hydrophobic	  motif	  
β1-­‐Integrin	  –	  REFAKF	  
GLUT4	  –	  KR	  (assisted	  by	  PLSLL	  motif)	  	  
TfR	  –	  RF	  and	  LF	  	  
Bai	  et	  al.,	  2012	  
Li	  et	  al.,	  2007	  
Dai	  et	  al.,	  2004	  
SNX5,	  SNX6,	  SNX32	   Hydrophobic	  motif	   CI-­‐MPR	  -­‐	  TEWLMEEI	   Simonetti	  et	  al.,	  2017	  
Kvainickas	  et	  al.,	  2017	  
TABLE	  2:	  Membrane	  remodeling	  complexes	  implicated	  in	  endosomal	  cargo	  recycling	  
Membrane	  remodeling	  
protein	  /	  complex	  
Tubulovesicular	  
transport	  carrier	  
biogenesis	  
Accessory	  proteins	  /	  lipids	   Reference	  
SNX-­BARs	  
SNX1:SNX1	  
SNX1/SNX2:SNX5/SNX6/SNX32	  
	  
SNX4:SNX4	  
SNX4:SNX7	  
SNX4:SNX30	  
	  
SNX8:SNX8	  
	  
SNX18:SNX18	  
N-­‐BAR	  domain	   	  
Dynein	  /	  Dynactin	  –	  microtubule	  motor	  
DNAJC13	  –	  co-­‐ordination	  with	  WASH	  complex	  	  
	  
Dynein	  /	  Dynactin	  –	  microtubule	  motor	  
	  
	  
	  
	  
Dynamin-­‐2	  -­‐	  transport	  carrier	  fission	  
N-­‐WASP	  –	  actin	  nucleation	  and	  polymerisation	  
	  
Carlton	  et	  al.,	  2004	  
Traer	  et	  al.,	  2007	  
Haberg	  et	  al.,	  2008	  
Wassmer	  et	  al.,	  2009	  
van	  Weering	  et	  al.,	  2012	  
Soreng	  et	  al.,	  2018	  
	  
	  
Haberg	  et	  al.,	  2008	  
Soreng	  et	  al.,	  2018	  
EHDs	  
EHD1,	  EHD4	  (vesiculation)	  
EHD3	  (stabilisation),	  
EH	  domain	   PACSIN1	  /	  2	  –	  F-­‐BAR	  domain	  mediated	  tubulation	  
Amphiphysin	  2	  –	  BAR	  domain	  mediated	  tubulation	  
Rabenosyn-­‐5	  –	  early	  endosome	  Rab5	  effector	  
Rabankyrin-­‐5	  -­‐	  early	  endosome	  Rab5	  effector	  
Rab11-­‐FIP2	  -­‐	  recycling	  endosome	  Rab11	  effector	  
Pant	  et	  al.,	  2009	  
PACSINs	  
PACSIN1,	  PACSIN2	  
F-­‐BAR	  domain	   EHD	  proteins	  –	  stabilization	  /	  vesiculation	  of	  tubules	  
MICAL-­‐L1	  –	  actin	  organisation	  
Phosphatidic	  acid	  –	  membrane	  recruitment	  
Rab35	  /	  Rab8a/	  Arf6	  GTPases	  –	  membrane	  recruitment	  
N-­‐WASP	  –	  actin	  nucleation	  and	  polymerisation	  
Dynamin	  –	  transport	  carrier	  fission	  
Sharma	  et	  al.,	  2009	  
Rahajeng	  et	  al.,	  2012	  
Bahl	  et	  al.,	  2016	  
ACAP1	   BAR–PH	  domain	  +	  
association	  with	  
clathrin	  and	  clathrin	  
cage	  assembly	  
Rab10:GTP	  –	  recruits	  ACAP1	  to	  endosome	  
Arf6:GTP	  –	  activates	  PI(4)P5-­‐kinase	  I	  
PI(4)P5-­‐kinase	  I	  –	  drives	  formation	  of	  PI(4,5)P2	  
Pang	  et	  al.,	  2014	  
Li	  et	  a.,	  2007	  
Shinozaki-­‐Narikawa	  et	  al.,	  
2006	  
AP-­1/clathrin	   Clathrin	  cage	  
assembly	  
	   Robinson	  	  &	  Bonifacino,	  2001	  
Kural	  et	  al.,	  2012	  
AP-­3/clathrin	   Clathrin	  cage	  
assembly	  
	   Robinson	  	  &	  Bonifacino,	  2001	  
Kural	  et	  al.,	  2012	  
GGA3/clathrin	   Clathrin	  cage	  
assembly	  
Arf6:GTP	   Puertollano	  &	  Bonifacino,	  2004	  
Zhao	  &	  Keen,	  2008	  
Parachoniak	  et	  al.,	  2011	  
BLOC-­1	   Curvilinear	  chain	   KIF13A	  –	  microtubule	  motor	  
AnxA2:Arp2/3	  –	  branched	  actin	  polymerisation	  
Delevoye	  et	  al.,	  2016	  
Delevoye	  et	  al.,	  2014	  
EHBP-­1	   	   Rab10	  /	  actin	  /PtdIns(4,5)P2	   Wang	  et	  al.,	  2016	  
	  
